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Fluorescence ﬂuctuation spectroscopyFluorescence correlation spectroscopy (FCS) is a widely used technique in biophysics and has helped
address many questions in the life sciences. It provides important advantages compared to other
ﬂuorescence and biophysical methods. Its single molecule sensitivity allows measuring proteins
within biological samples at physiological concentrations without the need of overexpression. It
provides quantitative data on concentrations, diffusion coefﬁcients, molecular transport and inter-
actions even in live organisms. And its reliance on simple ﬂuorescence intensity and its ﬂuctuations
makes it widely applicable. In this review we focus on applications of FCS in live samples, with an
emphasis on work in the last 5 years, in the hope to provide an overview of the present capabilities
of FCS to address biologically relevant questions.
 2014 Federation of European Biochemical Societies. Published by Elsevier B.V. All rights reserved.1. Introduction
It is now more than 40 years ago that the ﬁrst paper on ﬂuores-
cence correlation spectroscopy (FCS) was published [1]. Invented
to measure chemical reaction rates and diffusion coefﬁcients by
analysing thermodynamic ﬂuctuations in the ﬂuorescence inten-
sity of a system, it is now a well-established biophysical tool,
which is used routinely in live cells and organisms to obtain quan-
titative data on the molecular level. Although it developed rather
slowly in the beginning, mainly due to technical limitations, it
received a boost by its combination with confocal microscopy [2]
and its extension to dual-colour ﬂuorescence cross-correlation
spectroscopy (FCCS) [3]. This made FCS in live cells possible, in par-
ticular with ﬂuorescent proteins [4], allowed characterization of
biomedically important samples [5], and opened the way to mea-
sure biomolecular interactions at physiological concentrations
[6]. Since then FCS has been applied to a wide range of biological
problems from bacteria, yeast, and cells to live organisms and
has been used to characterize most parts of a cell from nucleus
over cytoplasm and organelles to the plasma membrane. Fig. 1shows schematically some of the topics addressed by FCS in cells
and embryos. In this review we will focus mainly on FCS and those
of its modalities which provide directly temporal information and
we direct the interested reader to recent reviews of other ﬂuores-
cence ﬂuctuation spectroscopy modalities [7–10]; Table 1 gives an
overview of FCS modalities included in our review. Since the meth-
odology of all those FCS modalities has been explained repeatedly
in literature (e.g. references in Table 1), we only schematically
illustrate their principles here (Figs. 2 and 3). We restrict ourselves
to work within the last 5 years. Earlier work has been extensively
reviewed [11–14]. We thus hope to give the reader an up to date
view of FCS as applied within the life sciences and provide a per-
spective of FCS as a tool for quantitative bioimaging either in com-
bination with other imaging tools or as an imaging tool in itself.2. Structural information
Although FCS does not provide directly any structural informa-
tion, the indirect information derived from properties of molecular
diffusion can be exploited to characterise structures which are not
easily accessible to more direct methods due to their small dimen-
sions and dynamic nature. FCS has been used in numerous studies
to elucidate the organization of molecules in the plasma mem-
brane as well as in several works on chromatin structure.
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Fig. 1. Illustration of the selected topics addressed by FCS in living cells (A) and
zebraﬁsh embryos (B): diffusion of proteins and lipids in plasma membrane and its
hindrance by cytoskeletal meshwork and/or tracer partitioning to domains (1, 2);
aggregation of amyloid peptides on plasma membrane (3); oligomerization state of
membrane receptors (4, 5); binding of ligands to membrane receptors (6, 7);
diffusion of proteins in cytoplasm (8); protein–protein interactions in cytosol and
nucleus (9); interaction of proteins with small nucleic acid molecules (10); binding
of proteins to chromatin and nuclear DNA (11); inﬂuence of chromatin architecture
on diffusion of inert tracers (12); passive or active transport of molecules between
nucleus and cytoplasm (13); anomalous diffusion of protein complexes in endo-
plasmic reticulum (14); in embryos 3 days post fertilization: blood ﬂow (15) and
protein diffusion in plasma membrane (16) [135] and protein–protein interactions
in cytosol (17) of muscle cells; morphogen gradients originating from a single
source region (depicted as the green cell) in gastrula stage embryos (18).
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The lateral organization of lipids and proteins in cell mem-
branes is believed to play an important role in processes such as
endocytic or signalling pathways by dynamically sequestering
molecules involved in those processes. Several FCS studies of diffu-
sion of membrane-associated proteins or peptides identiﬁed
slowly diffusing populations of those molecules, which are indica-
tive of binding to more ordered domains in the plasma membrane
[15–17] (number 2 in Fig. 1). Comparison of diffusion of several
proteins can show the selectivity of proteins for certain domains
[16,17], while the increase in diffusion coefﬁcient (D) upon choles-
terol depletion indicates afﬁnity of the concerned proteins for cho-
lesterol enriched domains [16]. Diffusion of whole domains
containing different adhesion molecules was measured by tempo-
ral ICS (TICS) and found to correlate with the function of the
respective molecules [18]. The selectivity of proteins for certain
domains was also demonstrated by Lillemeier et al. [19]. They
showed by FCCS that T cell antigen receptor (TCR) and linker for
activation of T cells (Lat) are segregated to separate domains in
quiescent cells and that those domains concatenate upon
activation.
A widely tested hypothesis of membrane lateral organization is
the raft hypothesis of Simons and Ikonen according to which
domains of more tightly packed lipids enriched in sterols and
sphingolipids are present among a more ﬂuid surrounding [20].
The rafts are expected to be small and highly dynamic, which ren-
ders their observation by traditional FCS and microscopic tech-
niques practically impossible. FCS with stimulated emission
depletion (STED) excitation has been recently employed to study
membrane rafts [21–25]. Thanks to the reduction of the lateral
diameter of the detection area achieved by STED illumination,
STED–FCS can provide more accurate information on nanoscale
domains and their inﬂuence on diffusion in membranes. According
to the law of free diffusion, the diffusion time sD (the average time
molecules spend diffusing through the observation area) is propor-
tional to the observation area. Any deviation of the diffusion law
from proportionality serves as a clear indication of hindrance of
diffusion either by barriers or by transient binding to immobile
structures. By measuring FCS with observation areas ranging from
diffraction limited down to approximately 40 nm diameter, Eggel-
ing et al. [21] and Mueller et al. [22] found that while diffusion of
glycerophospholipids is very close to free diffusion, diffusion of
sphingomyelin, ganglioside GM1 and other putative raft markers
was strongly inﬂuenced by transient binding to domains of diam-
eter estimated not to be larger than 20 nm. Depletion of cholesterol
as well as disruption of the cytoskeleton reduced the transient
binding of sphingomyelin; the effect was less pronounced in the
case of other raft markers [22]. Analysis of autocorrelation func-
tions allowed determining of kinetic rates of binding of the raft
markers to the domains [23]. The diffusion patterns of the individ-
ual raft markers were independent of the ﬂuorophores by which
they were labelled; that is in contradiction to partitioning studies
performed on phase-separated artiﬁcial lipid bilayers, which show
strong inﬂuence of the ﬂuorophore moieties on the partitioning. It
suggests that native sphingolipids and gangliosides may be
involved in yet other types of domains that are inaccessible to their
ﬂuorescently labelled analogues [24]. Further evidence for more
complex patterns of lipid segregation in plasma membranes was
provided by Triffo et al. who studied colocalization of three types
of lipid anchors by FCCS with pulsed interleaved excitation (PIE–
FCCS). Two of the anchors (from lymphocyte cell kinase and RhoA)
were found to localize to different clusters although neither of
them is expected to exhibit preference for rafts while the K-Ras
anchor did not partition into any clusters [26].Although the sub-diffraction observation areas are beneﬁcial for
elucidating membrane nanostructures, they are not strictly
required to obtain information on nanoscale features by FCS. The
diffusion law, used in the above mentioned studies [21,22], can
be also obtained by FCS measurements with observation areas
equal to or larger than the diffraction limit and then extrapolating
the dependence of sD on the effective observation area Aeff to zero
(sD(t) = s0 + Aeff / D). Free diffusion results in a straight line passing
through s0 = 0, but as was shown previously, transient binding to
domains (number 2 in Fig. 1) results in a positive intercept s0 > 0
and diffusion in a meshwork of semi-permeable barriers (number
1 in Fig. 1) in a negative one s0 < 0 [27,28] as schematically illus-
trated in Fig. 3A.
This approach has been utilized to study hindered diffusion of
proteins in plasma membranes [29–31]. For example Ganguly
and Chattopadhyay found diffusion of serotonin receptor 5-HT1AR
to be hindered by a meshwork. Free diffusion was recovered by
actin disruption as well as by cholesterol depletion; the involve-
ment of cholesterol in the interaction between membrane proteins
and cytoskeleton is a possible explanation of the result [31]. Other
evidence for the role of cholesterol in mediating of diffusion hin-
dering by actin comes from Sankaran et al. who studied the inﬂu-
ence of cholesterol depletion and actin disruption on diffusion of a
sphingolipid binding domain (SBD). By using imaging FCS with
total internal reﬂection (TIR) excitation (ITIR–FCS) they observed
temporarily decreased membrane heterogeneity and increased
probe mobility after either cholesterol depletion or cytoskeleton
disruption. However, even under cholesterol depletion, the mem-
Table 1
Overview of FCS modalities and related image correlation spectroscopy (ICS) modalities (raster ICS–RICS, temporal ICS–TICS and spatio-temporal ICS–STICS); other abbreviations:
stimulated emission depletion (STED), total internal reﬂection ﬂuorescence (TIRF) and single (selective) plane illumination microscopy (SPIM). (See below-mentioned references
for further information.)
a Temporal resolution limited only by ﬂuorescence lifetime of the ﬂuorophore is achieved when ﬂuorescence is split to two detectors and their signals are cross-correlated; if a
single detector is used, the dead time of the detector limits the temporal resolution.
b The small extent (less than 100 nm) of the observation volume in the axial direction is the main advantage of TIRF microscopy. It allows collecting signal from the plasma
membrane with low background from the cytosol and is, therefore, convenient for studies of binding to membranes.
c The fact that each correlation function is calculated from data collected from a larger area (typically in the order of 10–100 lm2 compared to diffraction limited spot probed
in confocal FCS) ensures that any single correlation function provides a more representative description of dynamics in inhomogeneous samples (such as most biological
systems).
dDue to their limited temporal resolution, these techniques are only able to capture slow dynamics and have been therefore used almost exclusively to study diffusion of
proteins in membranes; however, slow diffusion of molecules [164], endocytotic vesicles [165] as well as whole mitochondria [166] in cytoplasm have been also addressed.
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lished within about one hour [32].
The main problem of confocal FCS diffusion law measurements
is the need to perform repeated FCS data acquisitions at the same
position with different observation areas. In the case of living cells,
membrane undulations and photobleaching are likely to occur dur-
ing the series of data acquisitions. Imaging FCS and image correla-
tion spectroscopy (ICS) techniques, on the other hand, allow
extraction of diffusion laws from a single image stack [33,34].
Bag et al. showed by ITIR–FCS that monomeric human islet amy-
loid polypeptide (hIAPP) alters the diffusion coefﬁcient of mem-
brane lipids in a time dependent manner. Diffusion law analysis
performed on the same data revealed an increase in s0 indicating
peptide induced domain formation in the membrane. Furthermore,
the authors constructed a FCS time-lapse video showing the tem-
poral development of diffusion coefﬁcient maps in a region of the
membrane [33,35]. In another work Bag et al. compared diffusion
of a marker for the liquid disordered phase (DiI-C18) and a raft
marker (GPI-anchored GFP) in membranes of several cell lines.
According to diffusion law analysis, DiI-C18 diffuses freely andGPI-anchored GFP associates with domains as indicated by positive
values of s0, which are decreasing with increasing temperature.
Moreover, temperature dependences yielded activation energies
for diffusion of both probes, which were found to be cell line
dependent [36]. Di Rienzo et al. introduced diffusion laws analysis
of spatio-temporal ICS (STICS) data and characterized by that
method diffusion of transmembrane transferring receptor (TfR)
known to be hindered by the cytoskeleton meshwork and GPI-
anchored GFP as a raft marker. The experimental diffusion laws
agreed with theoretical expectations; in addition, temperature
dependence of TfR diffusion allowed determination of the activa-
tion energy needed by the protein to cross a cytoskeleton barrier
[34].
FCS has not been used to observe diffusion only in plasmamem-
branes, but also in endomembranes of living cells [37–39]. For
example Malchus andWeiss studied diffusion of a misfolded trans-
membrane protein in the membrane of the ER [39] (number 14 in
Fig. 1). They found diffusion to be highly anomalous due to inter-
actions with slowly moving obstacles, which they identiﬁed as
translocons. The authors also suggest that anomaly of diffusion is
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Fig. 2. Illustration of principles of confocal FCS (A–C), FCCS (D–E) and pCF (F–G). FCS and FCCS analyze ﬂuctuations of ﬂuorescence intensity collected from a small
observation volume. Any process that changes the ﬂuorescence intensity can thus be observed; however, the most common process measured is the diffusive movement of
ﬂuorescently labelled molecules in and out of the observation volume. Considering the diffusion only, the ﬂuctuations contain information on the average transition time of
the molecules through the observation volume, i.e. their diffusion coefﬁcient, and the number of particles present, i.e. their concentration. This information can then be
directly obtained from the autocorrelation function (ACF) G (s) of the ﬂuctuating intensity. The diffusion coefﬁcient is inversely proportional to the width of the ACF (A), and
the concentration is inversely proportional to the ACF amplitude (B). The presence of large (slowly diffusing) particles among smaller ones gives rise to ﬂuctuations on two
distinct timescales and the resulting ACF is a linear combination of ACFs corresponding to the individual particle populations (C). If particles from both populations have the
same ﬂuorescence brightness, the ratio of amplitudes A1/A2 is equal to the ratio of concentrations of the fast to the slow particles. In case they differ in brightness, weighting
by the square of the brightness of the contribution of each population to the ACF has to be considered [152]. FCCS cross-correlates ﬂuctuations in two separate detection
channels corresponding to ﬂuorescence emission of two distinct ﬂuorescent labels. If all particles contain both labels, ﬂuctuations in both detection channels follow the same
pattern (are correlated) resulting in a high amplitude of the cross-correlation function (CCF). Ideally, amplitudes of the autocorrelation functions for the green and red channel
(ACFg and ACFr, respectively) and the CCF would be identical; that is, however, typically not observed in real experiments due to factors discussed in Section 3.1 (D). If
particles bearing the two labels are moving independently of each other, intensity ﬂuctuations in the two channels are not correlated resulting in low CCF amplitudes. If only a
sub-population of particles bears both labels, the amplitude of the CCF lies between the two limiting cases shown in (D) and (E), respectively. Scanning FCS as performed by
Cardarelli et al. [128–130] to study transport through the nuclear pore complex (NPC) is schematically depicted (F). Either a linear or a circular scan centred at the NPC was
used; half of the trajectory of the scan was located in the cytoplasm and the other half in the nucleoplasm. pCFs were obtained by correlating the signal collected at a point in
the cytoplasm (e.g. point 1 in the schematic) with the signal collected at a point in the nucleoplasm (e.g. point 2). The pCFs have a peak corresponding to the typical time
which the observed molecules need to move from point 1 to point 2 (pCF1?2 in the ﬁgure) or from point 2 to point 1 (pCF2?1 in the ﬁgure) depending on the direction of the
correlation (G). As depicted in the ﬁgure, the curves pCF1?2 and pCF2?1 would indicate a faster motion from point 1 to point 2 than in the opposite direction.
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indicator of transient interactions than changes in (apparent) diffu-
sion coefﬁcient.
Taken together, FCS has been instrumental in helping to deter-
mine the nature of different micro- and nanodomains in the
plasma membrane of live cells. In particular the cholesterol depen-
dence of the diffusion of certain lipids and proteins indicate the
existence of very small and highly dynamic associations or nanod-
omains. But the measurements also indicate that the spatial scales
of these associations are below even the best-resolved microscopy
techniques and the time scales of these associations are probably
only in the millisecond scale. Surprisingly, although cholesterol
removal leads to a transient change of the diffusive behaviour,
measurements indicate that after cholesterol removal, cells ﬁnd
unidentiﬁed ways to re-establish some of the membrane order.
2.2. Chromatin organization
Chromatin is a DNA protein complex which organizes the
eukaryotic cell nucleus. Chromatin can exist in different levels of
organization which are involved in DNA packing and control of
gene expression. Confocal FCS has been used in several studies to
investigate the inﬂuence of chromatin on diffusion of inert ﬂuores-
cent tracers (GFP oligomers) of various sizes [40–42] (number 12 in
Fig. 1). Those studies established that the dependence of the diffu-
sion coefﬁcient on tracer size is different in chromatin networks
compared to a homogeneous viscous medium. It can be concludedthat the chromatin network represents obstacles to free diffusion
of tracer molecules; however, the results did not provide informa-
tion on the structure of those obstacles. That is mainly due to con-
focal FCS being restricted to a small, diffraction limited observation
volume.
New insights on the chromatin structure have been provided
by sFCS combined with pair correlation function (pCF) analysis.
The method is based on rapidly scanning the diffraction limited
detection volume through the sample along a linear or circular
trajectory and calculating correlations between different pairs of
points along the trajectory [43]. The pCF has a maximum corre-
sponding to the typical time which the tracer molecules need
to diffuse from one point to the other (see Fig. 2F and G for illus-
tration of the principle of pCF). Placing a partially permeable bar-
rier between the two points results in a lower pCF peak
amplitude and its shift to longer times; a decrease of the pCF
amplitude to zero indicates discontinuity in diffusion between
the points. Additionally, pCF can also reveal directional asymme-
try in permeability of a barrier (difference in permeability
depending on the direction in which the molecules are crossing
the barrier). By this method, Hinde et al. [44–46] found that bor-
ders between regions of high and low DNA concentration in
interphase nuclei were practically impermeable for a protein tra-
cer (monomeric EGFP), while they were fully permeable for a
small tracer (ﬂuorescein). Exchange of EGFP across the barrier
happened only in occasional bursts [44]. The impermeability of
the barrier was lost upon ATP depletion, suggesting a possible
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Fig. 3. Illustration of principles of diffusion law analysis in FCS (A) and of STICS (B). The law of free diffusion predicts that the diffusion time sD is directly proportional to the
effective observation area; any deviations from proportionality indicate the presence of obstacles that hinder diffusion. Two types of obstacles are typically considered to be
present in cell membranes: microdomains or cytoskeletal meshworks. Microdomains act as traps into which the tracer molecules preferentially partition and where they
remain for some time conﬁned to a very small area. If the effective detection area is smaller than the typical domain size, the diffusion is free with D corresponding either to
the domain or the surrounding membrane (depending on the position of the area); large deviations from free diffusion are expected when the observation area is on the same
scale as the domains and ﬁnally a linear diffusion law is found when the observation area is much bigger than the domains. Similarly, free diffusion is expected to be found in
observation areas smaller than the meshwork corrals. Diffusion on longer length scales is slower due to the need to cross the barriers and, therefore, the apparent Dmeasured
in observation areas larger than the meshwork corrals is lower than within individual corrals. That is manifested by a larger slope of the diffusion law. Since the obstacles in
cell membranes are typically much smaller than the diffraction limited observation area, standard FCS can access only the linear part of the diffusion laws. However, as seen
from the ﬁgure, extrapolating the linear dependence of sD on the effective observation area to zero yields information on the nature of the nanoscale obstacles: a positive
intercept s0 > 0 indicates dynamic partitioning to microdomains while s0 < 0 diffusion in a meshwork of semi-permeable barriers. STICS can determine velocities and
preferential directions of molecular motion by analysing temporal stacks of images [7]. The spatiotemporal correlation function G(n,g,s) is calculated as the average product of
pixel intensities hI(x,y,t)I(x + n, y + g, t + s)i and typically normalized to the square of average pixel intensity hI(x,y,t)i2. The averaging is performed over all values of pixel
coordinates x and y and time t (over images in the stack). G(n,g,0) is the point spread function (PSF) of the microscope convoluted with the size of the ﬂuorescent tracer;
therefore, practically identical to the PSF for small tracers such as most single molecule tracers (tracers signiﬁcantly smaller than the PSF). Its amplitude is inversely
proportional to the average number of independently moving tracer molecules per pixel. Directional ﬂow of the tracer molecules results in a shift of the maximum of the
correlation function G(n,g,s) in the direction of the ﬂow; the magnitude of the shift increases with the lag time s. Isotropic diffusion gives rise to broadening of G(n,g,s) with
increasing lag time s; however, the position of its maximum remains in the origin of the spatial coordinates (n = 0, g = 0). In the case of biased diffusion (anisotropic diffusive
movement resulting in a net transport in one direction) G(n,g,s) broadens with increasing s and its maximum shifts in a direction corresponding to the preferential direction
of the biased diffusion. By performing STICS in regions of interest in the sample, the typical velocities and predominant directions of molecular movement can be retrieved for
each individual region.
R. Machánˇ, T. Wohland / FEBS Letters 588 (2014) 3571–3584 3575connection of the exchange bursts with ATP-dependent opening
and closing of chromatin ﬁbres [46]. Furthermore, it was shown
that permeability of the barrier as well as its directional asymme-
try were changing throughout the cell cycle [45]. A similar behav-
iour was observed in eukaryotic as well as in yeast cells [46].
Comprehensive information on diffusion within a certain region
of the cell can be obtained by imaging FCS, which records simulta-
neously up to thousands of correlation functions in individual cam-
era pixels. Besides getting a map of diffusion coefﬁcient and
concentration distribution, cross-correlation between different pix-
els can reveal any predominant directions or discontinuities of the
diffusive movement. In combination with single plane illumination
microscopy (SPIM), imaging FCS can access arbitrary intracellular
structures, such as the nucleus, and promises to elucidate molecu-
lar movements in those complex environments [47–49]. Alterna-
tively, raster ICS (RICS) with variable scanning directions was also
shown to be useful for studying diffusion in anisotropic environ-
ments in living cells [50].
Capoulade et al. used an improved version of SPIM–FCS with
isotropic resolution to measure the dynamics of heterochromation
protein H1Pa in the nuclei of live cells [51]. H1Pa showed a fast
and slowmoving fraction, with the slowmoving fraction indicating
the strength of interaction with chromatin. They demonstrated
that H1Pa diffusion has a higher average diffusion coefﬁcient ineuchromatin compared to heterochromatin but that the diffusion
coefﬁcient shows a high variability in euchromatin hinting at a
spatial heterogeneous euchromatin structure.
The development of new FCS modalities, which reveal direc-
tions and discontinuities of molecular movements, has enabled
researcher to gain deeper insights into the structure of chromatin.
Although an indirect measurement of structural information it pro-
vides direct information on structure related molecular dynamics.
This information is indispensable for answering one of the key
questions in the ﬁeld of chromatin structure; namely how does
the chromatin organization inﬂuence accessibility of transcription
factors and DNA binding molecules to nuclear DNA.
3. Biomolecular interactions
There exist two main FCS approaches to obtaining information
on bimolecular interactions. The ﬁrst approach uses the differences
in diffusion between free and bound molecules; the second
approach is evaluating cross-correlations between binding part-
ners labelled by different ﬂuorophores (FCCS, see Fig. 2D and E).
While the former approach is experimentally simpler and requires
only one of the interacting partners to be ﬂuorescently labelled, its
applicability is limited to studies of interactions of molecules with
much larger partners. Typical examples of large supramolecular
3576 R. Machánˇ, T. Wohland / FEBS Letters 588 (2014) 3571–3584structures or slowly moving interaction partners are discussed in
later sections (see Section 3.3 for chromation and Section 3.4 for
membrane receptors). The ratio between number of molecules
undergoing slow and fast diffusion respectively yields the afﬁnity
of the molecule to its interaction partner (see Fig. 2C). If the bind-
ing and dissociation kinetics fall within the timescale probed by
the FCS experiment, the correlation curve is not described sufﬁ-
ciently by a model for free diffusion and a model describing tran-
sient binding can be used to retrieve kinetic constants of binding
and dissociation as shown by Michelman-Ribeiro et al. for the case
of binding of a transcription factor to DNA [52]. Similarly, Mahen
et al. used RICS to characterize diffusion of polo-like kinase 1
(PLK1), an enzyme critical for centrosome maturation at the onset
of mitosis. They found that PLK1 diffusion is approximately 6 times
slower in the centromere than in the surrounding cytoplasm and
that the decrease in mobility is caused by transient binding [53].
This conclusion was based on the robust differences in RICS auto-
correlation functions in the presence of transient binding com-
pared to free diffusion as shown by Digman and Gratton [54].
However, the diffusion coefﬁcient is inversely proportional to
the cubic root of themolecularmass. Therefore, binding of twomol-
ecules of comparable size results only in minor changes in D and it
is very difﬁcult to obtain any reliable estimate of the ratio between
faster and slower moving molecules, making binding measure-
ments very difﬁcult if not impossible. The FCCS based approach is
generally applicable and does not have the restriction on the size
of interaction partners as faced by FCS. It should be noted that in
cases where the change of the diffusion coefﬁcient upon binding
is sufﬁciently large to be detected by FCS, FCS and FCCS measure-
ments show similar trends and can be used to determine differ-
ences between molecules bound to speciﬁc targets versus
molecules bound to other proteins [55]. But in the case in which
the interacting proteins are of similar size, FCCS is the method of
choice as discussed in the following section. On the other hand,
FCCS is not suitable for characterising very week interactions in
which case the CCF amplitudes are very low because of the large
excess of the free binding partners. Single colour FCS can be used
even if the unlabelled large binding partner is present in excessive
amounts.
3.1. Protein–protein interactions
The decrease in diffusion coefﬁcient of a ﬂuorescently labelled
protein can be used as an indication of its interaction with large
binding partners, usually multi-protein complexes [56–59].
Although experimentally simple, such interaction studies are
non-speciﬁc in the way that they cannot directly identify the bind-
ing partners of the protein. Furthermore, as mentioned above, the
diffusion coefﬁcient is insensitive to small changes in molecular
mass, such as those resulting from interactions between molecules
of comparable mass.
Therefore, FCCS is the method of choice in protein–protein
interaction studies. From the ratios of cross-correlation functions
to autocorrelation functions, fractions of interacting molecules
are retrieved and, thus, (apparent) dissociation constants (KDs)
can be determined. We use the word ‘apparent’ in connection with
KDs determined by FCCS because the method is prone to several
biases, the correction of which is discussed in the following para-
graph. This approach has been used to quantify afﬁnity of many
protein pairs in the cytosol as well as in the nucleus of living cells
[30,59–70] (number 9 in Fig. 1). Cross-correlation can be also
implemented in other FCS modalities, e.g. RICCS or SPIM–FCCS by
spatially cross-correlating simultaneously acquired images for
individual ﬂuorophores [71–73].
FCCS suffers from several artefacts which can compromise the
determined KD values. The most prominent are spectral crosstalkbetween the two detection channels, which increases the appar-
ent cross-correlation. Furthermore, a misalignment of effective
detection volumes for the respective detection channels can
lower the apparent cross-correlation. Control experiments with
a negative (non-interacting molecules) and positive (molecules
bearing both ﬂuorophores) control experiments are needed to
quantify interactions from cross-correlation amplitudes. Cross-
talk can be avoided by the use of pulsed interleaved excitation
(PIE) [26,74] or statistical ﬁltering in ﬂuorescence lifetime corre-
lation spectroscopy (FLCS) [75,76]. The misalignment of the exci-
tation volumes can be reduced by exciting both ﬂuorophores by
the same laser line in single wavelength FCCS (SW-FCCS), thus,
creating identical excitation volumes for both [55,77,78]. Never-
theless, as shown by Foo et al., even in the case of SW-FCCS the
effective detection volumes for the two ﬂuorophores are not iden-
tical as a result of distinct wavelengths regions detected in each
channel [77]. Another source of artefacts stems from imperfec-
tions in labelling efﬁciency. If non-labelled binding partners or
binding partners labelled by non-active ﬂuorophores (such as
ﬂuorophores in long-lived dark states, ﬂuorophores degraded by
photobleaching, or non-matured ﬂuorophores in the case of
ﬂuorescent proteins) are present in the sample, some of the com-
plexes appear in the correlations as free molecules because only
one of the binding partners is labelled by an active ﬂuorophore.
This results, then, in a reduction of the apparent fraction of inter-
acting molecules. The artefact is especially pronounced in FCCS
studies using ﬂuorescent proteins, because considerable differ-
ences exist among ﬂuorescent proteins in their rates of matura-
tion, their photobleaching rates and their residence times in
dark and dim states. For example the maturation of red ﬂuores-
cent proteins (mRFP, mCherry) is less efﬁcient than maturation
of their green counterparts (GFP, mVenus) [76,77]. Therefore, a
signiﬁcant part of green labelled molecules is bound to non-
ﬂuorescent binding partners and appears in the correlations as
free. By taking into account all three above mentioned sources
of artefacts as well as the inﬂuence of resonance energy transfer
between ﬂuorophores on pairs of interacting proteins, Foo et al.
obtained a more accurate value of the in vivo KD for the interac-
tion between a small Rho-GTPase Cdc42 with its effector IQGAP1;
the value after corrections being approximately 3 times lower
than uncorrected and closer to values obtained previously by
in vitro methods [77].
FCS in FRET mode is an alternative to FCCS for studying molec-
ular interactions. In this approach the potential interaction part-
ners are labelled with a FRET pair of ﬂuorophores (donor and
acceptor). The interacting subpopulation is then identiﬁed by com-
parison between acceptor ACFs measured in one case with direct
excitation of the acceptor and in the other case with selective exci-
tation of the donor (the latter ACFs corresponding to the interact-
ing molecules). This approach in TICS mode was utilised by Storti
et al. to identify interaction of a membrane protein with microtub-
uli [79]. FRET–FCS is experimentally simpler than FCCS because it
can be performed with a single excitation laser line and single
detection channel, as long as the ﬂuorophore pair has sufﬁcient
spectral overlap. Its applications are, however, limited to cases
where interaction between two molecules results in an efﬁcient
FRET between the ﬂuorophores attached to them. Furthermore, it
limits the choice of labelling sites of large molecules since the
two ﬂuorophores need to be in close proximity upon interaction
with their emission dipole moments oriented approximately paral-
lel to each other. The requirement of close proximity of the ﬂuores-
cent labels is particularly problematic since ﬂuorophores attached
in such positions are more likely to compromise the afﬁnity of the
studied molecular pair. Therefore, dual-colour FCCS is by far the
most frequently used FCS modality in studies of molecular
interactions.
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Binding of proteins to large nucleic acids such as nuclear DNA
leads to signiﬁcantly reduced mobility of the protein and, there-
fore, single-channel FCS measurements can be used to quantify
the binding afﬁnity [80–83] (number 11 in Fig. 1). For example
Vukojevic et al. studied binding of a transcription factor to DNA.
A clear difference was observed between the non-functional and
functional variants; while in the former case the concentration of
bound factor was proportional to its total concentration (as
expected for non-speciﬁc binding), the latter followed a binding
isotherm predicted for a combination of speciﬁc and non-speciﬁc
binding [81]. Similarly, Larson et al. measured diffusion of the
GFP labelled transcription factor Mbp1p in the cell nucleus by 2-
photon FCS [82]. 2-photon excitation requires high photon densi-
ties and is, therefore, effectively restricted only to the focus of
the excitation beam. In contrast to that, single photon excitation
happens along the entire beam path through the sample. 2-photon
FCS may be beneﬁcial for long FCS measurements since it reduces
bleaching and photodamage outside of the effective detection vol-
ume. The authors ﬁtted the FCS autocorrelation curves with a
model for free 3-dimensional diffusion and transient non-speciﬁc
binding with 1-dimensional diffusion in the bound state (corre-
sponding to the movement of the factor along the DNA molecule).
In the same study, they investigated the dynamics of the transcrip-
tion process; the RNA contained multiple binding sites for the PP7
bacteriophage coat protein either at its 30 or 50 end and ﬂuores-
cently labelled PP7 was binding to it as soon as the binding sites
appeared in the nascent transcript. By correlating the resulting
ﬂuorescence ﬂuctuations (which were in this case on the timescale
of seconds to 100s of seconds, much longer timescales than probed
in typical FCS experiments) they could measure the transcription
initiation rate as well as dynamics of elongation and termination
and variations of those throughout the cell cycle. Initiation events
were found to be stochastic and independent of each other and the
interval between them corresponded to the typical time the
trans-activating factor Mbp1p spends in the bound state moving
along the DNA molecule, suggesting the search-time of the factor
as the single rate-limiting step for transcription.
Interaction of proteins with small RNAs or oligonucleotides is
not manifested by large changes in D and, therefore, FCCS is needed
to describe such interactions [84–86]. For example Ohrt et al.
investigated by FCCS the inﬂuence of 20-O-methyl modiﬁcations
of silencing RNAs (siRNAs) on their loading to RNA induced silenc-
ing complex (RISC), on the passenger strand cleavage and on its
target recognition [86] (number 10 in Fig. 1). The same authors also
found by FCS and FCCS that siRNAs do not interact with RISC in the
nucleus, but only in the cytoplasm, and that although the proteins
forming RISC are also present in the nucleus, they do not interact
there to form the complex [85].
FCCS was applied in a different way by Sasaki et al. to study
cleavage of exogenous DNA by exonucleases [87]. DNA molecules
were labelled at each end by a different ﬂuorophore and their
cleavage led to loss of cross-correlation. Furthermore, analysis of
diffusion coefﬁcients of the resulting fragments is consistent with
direction of exonuclease activity from 50 end to 30 end. Analo-
gously, FCCS was utilized to detect caspase activation as an early
indicator of apoptosis [88]. The studied cells were expressing a
protein construct consisting of two ﬂuorescent proteins joined by
a speciﬁc linker designed to be cleaved by caspases.
Although not as numerous as FCS studies of protein–protein
interactions, recent work using FCS to investigate protein–nucleic
acid interactions demonstrate the broad range of question related
to nucleic acids, which FCS can help to answer. The addressed
topics include site speciﬁc interactions between nucleic acids and
proteins [80,81], RNA interference mechanisms [85,86], transcrip-tion kinetics [82,89] or mechanisms of enzymatic DNA cleavage
[87].
3.3. Binding to chromatin
The understanding of chromatin structure and gene regulation
during the cell cycle requires detailed information of the interac-
tion between chromatin and chromatin binding proteins. FCS has
played an important role in this ﬁeld due to its capability to mea-
sure biomolecular interactions in live cells. The article by Erdel
et al. [90] provides a good overview of the available ﬂuorescence
technique to study these processes. Stable binding of molecules
to chromatin renders them practically immobile and thus inac-
cessible to FCS. However, transient binding to immobile or slowly
moving binding sites on chromatin, can be conveniently charac-
terised by FCS (number 11 in Fig. 1). It results in slower diffusion
and is typically manifested by an additional component in the
autocorrelation function (ACF). The characteristic dwell-time of
the transient binding can then be estimated from the temporal
correlation decay of the corresponding ACF component [91–95]
and the afﬁnity of the binding from its amplitude [93,96,97].
For example in a study on the Ran guanine nucleotide exchange
factor (RCC1), FCS showed that it has a highly mobile state and
a transiently immobilized state. Further FCCS experiments dem-
onstrated that only the immobilized state, which is stabilized
during mitosis, interacted with the small G-protein Ran [93]. In
order to prove whether a slow component in the ACF corresponds
to diffusion or transient binding, Hendrix et al. used diffusion law
analysis (as described in the context of FCS in membranes in Sec-
tion 2.1) [92]; linear dependence of its characteristic decay time
on the observation area indicates that the ACF component
resulted predominantly from diffusion. The reliability of FCS as
a method for characterisation of binding to chromatin was tested
in comparison with ﬂuorescence recovery after photobleaching
(FRAP) and single particle tracking (SPT). All three methods
yielded similar results on mobility, chromatin interaction time,
and the bound fraction of a transcription factor in live cell nuclei
[98]. As mentioned previously, RICS can robustly distinguish
between diffusion and transient binding. That makes RICS a
promising tool for studying protein interactions with chromatin
[99].
To account for the large intrinsic variations of diffusion coefﬁ-
cients of molecules in different locations in the nucleus, the group
of Antoine Delon developed a multifocal FCS setup using a spatial
light modulator and applied it in their studies of chromatin inter-
actions of heat shock factor 1 [94,95]. Heuvelman et al. developed
for the same reason an imaging FCS setup with illumination along a
line and utilised it to characterise diffusion of a chromatin-remod-
elling complex in cell nuclei [49].
3.4. Binding to membrane receptors
Since the 2-dimensional diffusion of molecules embedded in
membranes is about 2 orders of magnitude slower than diffusion
of molecules of comparable mass in solution or in the cytosol,
binding of ﬂuorescently labelled ligands to a membrane receptor
is clearly manifested in its correlation function by appearance of
a component with signiﬁcantly smaller D (number 6 in Fig. 1). A
binding isotherm can be constructed from results of FCS measure-
ments at different ligand concentrations, yielding the (apparent) KD
of the ligand–receptor complex as well as the density of receptors
in the membrane [100–105]. This approach was used for example
by Rose et al. to investigate the interaction of histamine H1 recep-
tor with its antagonist mepyramine. Two distinct diffusion times
for the membrane-bound antagonist were found in the study. Only
the longer one of those two probably corresponded to speciﬁc
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brane-bound molecules was not sensitive to mutations in the
antagonist binding site [105].
Weidemann et al. applied FCS to characterise binding of Inter-
leukin-4, a cytokine involved in adaptive immunity, to its receptor
IL-4Ra. By using IL-4Ra labelled by eGFP and Interleukin-4 labelled
by a spectrally distinctive organic dye (AlexaFluor647) the authors
could perform FCCS to quantify the fraction of occupied receptor
molecules [106] (number 7 in Fig. 1). FCCS with differently labelled
ligand and receptor was also applied by Stromqvist et al. to inves-
tigate binding of major histocompatibility complex class 1 to
inhibitory receptor Lys49A in natural killer cells. In order to obtain
values of KD as close as possible to the actual ones, the authors
quantiﬁed thoroughly the inﬂuence of spectral crosstalk and dis-
placement of effective detection volumes for the two spectral
regions on the cross-correlation and took them into account in
FCCS analysis [107].
Chen and Irudayaraj tested a different approach to eliminating
artefacts in FCCS stemming from the two above mentioned sources
[108]. They used two ﬂuorophores (AlexaFluor488 and GFP)
excited by the same laser line and both emitting ﬂuorescence in
the same spectral region, therefore, having identical effective
detection volumes. FLCS, a technique using differences in lifetimes
to separate signals from two ﬂuorophores, was utilized to extract
ACFs corresponding to the individual ﬂuorophores and a cross-
talk-free CCF between them. FLCS has been used in a number of
in vitro studies of molecular interactions; however, this work rep-
resents the ﬁrst published application of the technique in living
cells [109]. Feasibility of that approach was demonstrated by char-
acterizing interaction between EGFR and its neutralizing antibody.
The study showed that the antibody binding had no inﬂuence on
receptor diffusion in the membrane but resulted in a large decrease
in receptor density, probably due to its internalization [108].
Although FLCS overcomes the above mentioned artefacts of dual-
colour FCCS, it is subject to other sources of artefacts, which may
lead to overestimation of the KD values (due to underestimation
of the CCF amplitudes) [109].
Other studies of binding to membrane receptors focused on
binding-induced changes in receptor mobility, which can reﬂect
clustering of activated receptor molecules or their interaction with
downstream binding partners [30,84,110,111]. The ACF of a ﬂuo-
rescently labelled receptor contains contributions from all receptor
molecules, not only from the activated ones. Therefore, it can be
challenging to quantify the changes in receptor behaviour upon
activation, especially if the fraction of activated receptors is only
a small one. Two approaches have been used to selectively observe
only the activated receptor molecules. One of them is FCCS with
both the receptor and the ligand ﬂuorescently labelled; the CCF
then corresponds to the subpopulation of activated receptor mole-
cules [30,84]. An alternative approach uses a bimolecular ﬂuoro-
phore complementation system; ligand and receptor are labelled
each by complementary ﬂuorescent protein fragments and an
active ﬂuorophore is formed only upon their binding [110].
3.5. Oligomerisation studies
Since FCS measures the average number of independently dif-
fusing ﬂuorescent particles (either individual molecules or com-
plexes) present in the detection volume, it can provide the
average particle brightness as a ratio between the average ﬂuores-
cence intensity and the average number of particles. In this way, the
average oligomerization state of molecules in the sample can be
extracted by comparing the average brightness per particle with
the brightness determined for the monomeric form of the ﬂuoro-
phore. This approach has been applied by several authors to study
protein oligomerization [112–116]. For example Harrick-Daviset al. studied the oligomerization state of selected G-protein cou-
pled receptors [114,115] (number 4 in Fig. 1). The average particle
brightness for all investigated receptors was very close to twice the
brightness of the monomeric ﬂuorophore and that result was con-
sistent for all expression levels probed and did not change upon
antagonist binding to the receptor. To account for any possible
changes in brightness caused by speciﬁc interactions between ﬂuo-
rophore molecules in close proximity, the authors tested different
ﬂuorescent labelling of the receptor and arrived at consistent
results [114]. It should be noted that the brightness values obtained
in this way are average values (e.g. a mixture of monomers and tet-
ramersmay also yield a twofold brightness of themonomer). Due to
its inverse proportionality to the cubic root of molecular mass, D of
smaller oligomers does not differ dramatically from that of mono-
mers. In the case of two-dimensional diffusion in membranes, the
dependence ofD on the size of themolecule is even less pronounced
[117]. A correlation curve measured for example in a mixture of
monomers and tetramers is likely to be satisfactorily ﬁtted with a
model for a single D, thus, not providing any indication of the
non-uniform oligomerization state. Therefore, Herrick-Davis et al.
analyzed also the photon counting histograms (PCH) of their ﬂuo-
rescence ﬂuctuation data, because PCH provides information on
distribution of values of particle brightness in the sample
[10,118]. Successful ﬁts of the histograms with a model for uniform
particle brightness conﬁrmed the conclusion that the studied
receptors exist predominantly in a dimeric form [114,115]. On the
other hand, Ilien et al. found by FCS that themuscarinicM1 receptor
(one of the receptors chatacterized by Herrick-Davis et al. [114])
exists in monomeric form with a population of dimers appearing
only upon ligand binding [116].
An alternative FCS approach to detecting oligomerization is
based on cross-correlation between two populations of the same
molecule labelled by distinct ﬂuorophores; a positive cross-corre-
lation indicates presence of complexes containing each at least
two molecules of interest and the ratio between cross-correlation
and autocorrelation amplitudes gives the fraction of molecules in
oligomers [91,119–121] (number 5 in Fig. 1). For example Geeraets
et al. found by FCCS that syntenin-2 self-associates in the cell
nucleus. To estimate the size of the oligomers, the authors used
FCS brightness analysis [120]. The study of Ridelis et al. contains
an interesting example of applications of FCCS to characterise the
oligomerisation state of photoconvertible proteins; the cross-cor-
relation between the two forms of protein measured at the 50%
photoconversion level is an indication of oligomerisation of the
protein [121].
Formation of large complexes is manifested in FCS by a signiﬁ-
cant decrease in D. However, the decrease in D in itself is not an
unambiguous prove of self-association, because it can as well be
a result of interaction of the molecule with other binding partners
[38,56,95,122,123]. Analysis of particle brightness is again a very
useful tool to discriminate the two cases.
FCS has been also used to study membrane-induced aggrega-
tion of peptides [124,125] (number 3 in Fig. 1). For example Nag
et al. characterized by FCS the formation of amyloid-b (Ab) aggre-
gates on membranes of living cells. At 350 nM concentration of Ab
they detected a second population of much larger aggregates than
those present at lower concentrations (150 nM); no larger aggre-
gates were detected outside of cells at 350 nM concentration indi-
cating the importance of the plasma membrane for their
formation. Since the distributions of aggregate sizes tend to be
broad, correlation functions are not well described by models with
reasonable number of discrete values of D. Therefore, the authors
used a maximum entropy method for the FCS analysis which
yields distributions of diffusion coefﬁcients without any a priori
assumptions and is, thus, very well suited for aggregation studies
[125].
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Several of the above outlined FCS approaches of studying bio-
molecular interactions in living cells have been utilized to eluci-
date interactions between inﬂuenza virus polymerase subunits.
Taken together these experiments demonstrate nicely how FCS
can provide answers to important biological questions [56,58,70].
Suzuki et al. used RICS to measure diffusion of inﬂuenza virus
PA-PB1 polymerase subunit complexes in the cell nucleus [58].
They found an approximately two times slower diffusion coefﬁ-
cient in the presence of PB2 subunits than in their absence, indicat-
ing that PA-PB1 complexes interact with PB2 in the nucleus and
the three subunits are involved in a yet larger complex having
approximately two times lower D, therefore, approximately 8
times the mass of PA-PB1. In agreement with that, Avilov et al.
found by FCS that the inﬂuenza virus PB2 polymerase subunit is
involved in large complexes in the nuclei of infected cells [56].
To decide whether the large slowly diffusing complexes result from
aggregation of the polymerase or from its interaction with other
binding partners, the authors determined the average brightness
per complex. The brightness was found to be equal to that of a sin-
gle molecule, indicating that the slow diffusion of the polymerase
is caused by its interaction with slowly diffusing binding partners.
Further insight was gained by FCCS which showed that inﬂuenza
virus polymerase subunits PA and PB1 form a complex in the cyto-
plasm and the PA–PB1complex is imported to the nucleus where it
interacts with PB2 to form the functional polymerase complex [70].
FCS measurements in living cells have, thus, provided direct evi-
dence from which a working model for inﬂuenza virus polymerase
import and assembly can be inferred.4. Transport
Cellular trafﬁcking plays important roles in cell communication,
organization and migration and is involved in protein delivery to
cellular compartments and organelles. Cell trafﬁcking defects are
involved in many human genetic diseases. As FCS can be used to
assert molecular motion within cells even at low expression levels
it was employed to measure protein trafﬁcking and transport. For
example Hayakawa et al. studied the inﬂuence of cardiac potas-
sium channel hERG mutations on its trafﬁcking [126] and Wu
et al. used two-photon FCS to investigate trafﬁcking mediated by
nuclear localization sequences (NLS) [127]. The main limitation
of confocal FCS in transport and trafﬁcking studies is the lack of
information on direction of the observed motion. Therefore, FCS
and ICS modalities providing such information are needed for a
complete description of molecular transport in cells.
One such modality is scanning FCS combined with pCF analysis,
which has been already mentioned in the context of chromatin
structure studies (Section 2.2). Cardarelli et al. utilized this tech-
nique to investigate transport through nuclear pore complexes
(NPC) [128–130] (number 13 in Fig. 1). In the ﬁrst work, the
authors characterized NLS trafﬁcking using scanning FCS with a
linear scan, moving the focus between nucleoplasm and cytoplasm
(see Fig. 2F and G for a schematic). They found the characteristic
times for the transport from nucleus to cytoplasm to be over an
order of magnitude longer than for the transport in the opposite
direction; furthermore, energy depletion resulted in equally long
times for both directions, indicating active transport for the direc-
tion from cytoplasm to nucleus and passive diffusion in the other
direction [128]. In a later work circular scanning in a plane perpen-
dicular to the nuclear envelope was used; half of the orbit was
located in the cytoplasm and the other half in the nucleoplasm.
The position of the orbit was moved to maintain the NPC in its cen-
tre, thus, compensating for the NPC’s slow diffusion [129,130].Transport of the soluble receptor karyopherin-b1 and activity of
nucleoporin Nup153, a transporter protein bound to NPC, were
characterized; pair cross-correlation functions showed that
Nup153 is involved in the transport of karyopherin-b1 from cyto-
plasm to nucleus but not in its transport in the opposite direction
[129,130]. pCF was also applied by Chiu et al. to investigate actin
ﬂow in 3D [131]. Using nanoscale precise imaging by rapid beam
oscillation (nSPIRO) they were able to locate cell protrusions with
high precision. Analysis of molecular movements between differ-
ent positions in the protrusions showed similar ﬂow rates as in
2D measurements and demonstrated that actin ﬂow is dependent
on the distance from the protrusion tip.
Spatio-temporal image correlation spectroscopy and spatio-
temporal image cross-correlation spectroscopy (STICS and STICCS)
are further examples of techniques that provide information on
direction of molecular motion (see Fig. 3B). STICCS was applied
by Toplak et al. to determine the mode of motion of adhesion com-
ponents in migrating cells [132]; the authors could differentiate
between different modes of motion including treadmilling, sliding,
antisliding, anisotropic diffusion and ﬂow.
The study of Erokhova et al. on the transepithelial water perme-
ability represents a different type of FCS application to study trans-
port phenomena in cells [133]. The main challenge faced by the
authors was the need to determine at the same time the number
of aquaporin channels present as well as the water permeability
of these channels. The authors used FCS to directly quantify the
number of water channels in the apical and basolateral membranes
of MDCK cell monolayers. They then determined the ﬂux of water
by monitoring the dilution effect on a reporter dye in the narrow
gap between the cell layer and the coverslip.
The FCS modalities discussed here, which combine spatial and
temporal information, can address the question of the molecular
motion and transport in live specimen. This will allow to not only
measuring the rates of biological processes but also its dependence
on location and its directionality, providing a much more detailed
and quantitative image of molecular events in biology.5. Multicellular organisms and tissues
Studying molecular processes in living cells does not necessarily
guarantee that the observed processes are happening under phys-
iologically relevant conditions. The state of the cell depends
strongly on its environment and biochemical, mechanical and mor-
phological conditions within tissues are important determining
factors of cellular processes [134]. Therefore, FCS experiments,
originally performed in in vitro systems, advanced ﬁrst to cellular
systems and ﬁnally reached in vivo systems with the recording of
FCS measurements within live embryos.
However, the extension of FCS to thick tissues poses particular
challenges. Even the most transparent of embryos are heteroge-
neous and highly scattering and thus distort the focal volume
and reduce the signal to noise ratio. This limits penetration depth
for FCS [135] andmost studies have been performed at depth smal-
ler than about 100 lm. Despite this limitation a wide range of top-
ics from vasculogenesis [136] in zebraﬁsh (Danio rerio) (number 15
in Fig. 1) to histone dynamics in Drosophila melanogaster embryos
[137] were addressed. Even quantitative KD measurements in zeb-
raﬁsh were performed (number 17 in Fig. 1) and signiﬁcant differ-
ences to the same measurements in cells were found [138],
underlining the importance to perform measurements in relevant
biological environments.
The capability of FCS to measure concentrations and molecular
dynamics quantitatively, has an important impact in developmental
biology. Yu et al. determined themorphogen gradient of Fgf8 in zeb-
raﬁsh and showed that the establishment and maintenance of the
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ture of the morphogen in a sink, which was mediated by receptor
binding and endocytosis [139] (number 18 in Fig. 1). In a subsequent
work Ries et al. used scanning FCS to determine the binding afﬁnity
of the ﬁbroblast growth factor Fgf8 to its receptors Fgfr1 and Fgfr4 in
live zebraﬁsh [140]. FCSmeasurements have been also performed in
mammalian embryos; Kaur et al. combined photoactivation with
FCS to measure the diffusion of transcription factors in mouse
embryos [141]. Oct4 and Sox2, transcription factors involved in
the self-renewal of undifferentiated embryonic stem cells, were
shown to have two different diffusive species: a fast species exhibit-
ing free diffusion and a slow subdiffusive species presumably con-
trolled by DNA interactions. Importantly, the subdiffusive species
was only found in embryonic stem cells but not in differentiated
cells, indicating that subdiffusion couldbe an indicator for transcrip-
tion factor activity. Previous FCS measurements of diffusion of the
same transcription factors in living cells also identiﬁed a slowly
moving subpopulation characteristic for stem cells [142].
Besides live embryos, FCS measurements were performed also
in other multicellular systems, namely in bioﬁlms [143,144] and
in dissected tissues, such as the lateral plate mesoderm of medaka
ﬁsh (Oryzias lapites) embryos [145], mouse lens [146], mouse brain
slices [147] and human skin [148].
FCS and its capability to measure diffusion and interactions
have advanced the investigation of molecular processes in tissues
and organisms considerably. This is of particular interest as tissues
and organisms present a physiologically relevant environment not
easily mimicked in cell cultures. While most measurements were
performed with confocal FCS, the recent extension of SPIM–FCS
to the measurement in zebraﬁsh [47,48] opens now the possibility
to measure FCS over wider areas within organisms in an imaging
mode.
6. Outlook
FCS has signiﬁcantly contributed to the life sciences by allow-
ing quantitative measurements in live cells and in vivo, especially
by determining concentrations, biomolecular afﬁnities, and by the
elucidation of cellular structures through diffusion and transport
measurements. As there exists now a wide range of commercially
available systems, FCS and many of its modalities are available to
many researchers and one anticipates that FCS will continue to
spread as a standard tool for quantitative cell measurements. Reli-
ance on a single method is of course not advisable, and it is espe-
cially the combination of FCS with other techniques that expands
the available parameter space for researchers and improves data
interpretation by providing complementary measures for molecu-
lar processes within biological samples. As shown by several
examples in this review it was the addition of FCS to biochemical
and biological experiments which allowed making a decision
between multiple alternative hypotheses. Furthermore, new FCS
modalities are constantly developed to address particular biolog-
ical questions. For example the combination of STED and FCS
pushed the spatial resolution of FCS to 20–30 nm on live cell
membranes and allowed characterization of membrane heteroge-
neity at unprecedented levels. Although at the moment restricted
to 2D, its extension to 3D would provide the possibility to mea-
sure molecular processes within live cells to volumes of less than
100 zeptolitres (1019 L). The development of imaging FCS modal-
ities in which images are recorded, for which correlation func-
tions can be calculated for every pixel or combination of pixels,
provided new quantitative bioimaging capabilities. This enabled
the creation of FCS time-lapse movies showing changes in mem-
brane dynamics in time, or measurements in 3D samples includ-
ing cells and small organisms by the combination of FCS with
light sheet microscopy.However, FCS faces also many challenges. FCS is restricted to a
certain concentration range (pM–low lM), interpretation of corre-
lation functions relies on ﬁtting with theoretical models, the choice
of which may be ambiguous, and the amount of data in the multi-
plexed FCS modalities provides a challenge of data ﬁtting and
interpretation. First solutions are on the horizon with the possibil-
ity of 3D STED–FCS which decreases the volume and allows access
to higher concentrations. New computational approaches based on
Bayes hypothesis testing improve selection of models for correla-
tion curve ﬁtting without over-interpretation [35,149], and the
improvement of computational facilities allows massive parallel
data treatment at low cost (e.g. ﬁeld programmable gate arrays)
[150,151].
FCS develops in many directions and is customized in many
cases for particular biological problems. This provides a wide vari-
ety of possibilities to measure molecular interactions in live sam-
ples. More of these modalities are becoming available even in
commercial systems, making them accessible to more researchers.
With these prospects, we think that FCS will continue to play a sig-
niﬁcant role in the life sciences for quantitative measurements of
biomolecular processes in living cells and multicellular organisms.Acknowledgement
This work was supported by a Grant from the Singapore Minis-
try of Education (R-154-000-543-112).
References
[1] Magde, D., Webb, W.W. and Elson, E. (1972) Thermodynamic ﬂuctuations in a
reacting system – measurement by ﬂuorescence correlation spectroscopy.
Phys. Rev. Lett. 29 (11), 705–708, http://dx.doi.org/10.1103/PhysRevLett.
29.705.
[2] Rigler, R., Mets, U., Widengren, J. and Kask, P. (1993) Fluorescence correlation
spectroscopy with high count rate and low background – analysis of
translational diffusion. Eur. Biophys. J. Biophys. Lett. 22 (3), 169–175,
http://dx.doi.org/10.1007/BF00185777.
[3] Schwille, P., Meyer-Almes, F.J. and Rigler, R. (1997) Dual-color ﬂuorescence
cross-correlation spectroscopy for multicomponent diffusional analysis in
solution. Biophys. J. 72 (4), 1878–1886, http://dx.doi.org/10.1016/S0006-
3495(97)78833-7.
[4] Terry, B.R., Matthews, E.K. and Haseloff, J. (1995) Molecular characterization
of recombinant green ﬂuorescent protein by ﬂuorescence correlation
microscopy. Biochem. Biophys. Res. Commun. 217 (1), 21–27, http://
dx.doi.org/10.1006/bbrc.1995.2740.
[5] Bieschke, J., Giese, A., Schulz-Schaeffer, W., Zerr, I., Poser, S., Eigen, M. and
Kretzschmar, H. (2000) Ultrasensitive detection of pathological prion protein
aggregates by dual-color scanning for intensely ﬂuorescent targets. Proc.
Natl. Acad. Sci. USA 97 (10), 5468–5473, http://dx.doi.org/10.1073/
pnas.97.10.5468.
[6] Rüttinger, S., Kapusta, P., Patting, M., Wahl, M. and Macdonald, R. (2010) On
the resolution capabilities and limits of ﬂuorescence lifetime correlation
spectroscopy (FLCS) measurements. J. Fluoresc. 20 (1), 105–114, http://
dx.doi.org/10.1007/s10895-009-0528-1.
[7] Wiseman, P.W. (2013) Image correlation spectroscopy: mapping correlations
in space, time and reciprocal space in: Fluorescence Fluctuation
Spectroscopy, vol 518. Methods in Enzymology (Tetin, S.Y., Ed.), pp. 245–
267, Elsevier Academic Press Inc., San Diego, http://dx.doi.org/10.1016/b978-
0-12-388422-0.00010-8.
[8] Digman, M.A. and Gratton, E. (2013) Lessons in ﬂuctuation correlation
spectroscopy in: Annual Review of Physical Chemistry (Leone, S.R., Cremer,
J.T., Groves, J.T. and Johnson, M.A., Eds.), pp. 645–668, Annual Review, Palo
Alto, http://dx.doi.org/10.1146/annurev-physchem-032210-103424.
[9] Digman, M.A., Stakic, M. and Gratton, E. (2013) Raster image correlation
spectroscopy and number and brightness analysis in: Fluorescence
Fluctuation Spectroscopy, vol 518. Methods in Enzymology (Tetin, S.Y., Ed.),
pp. 121–144, Elsevier Academic Press Inc, San Diego, http://dx.doi.org/
10.1016/b978-0-12-388422-0.00006-6.
[10] Macdonald, P., Johnson, J., Smith, E., Chen, Y. and Mueller, J.D. (2013)
Brightness analysis in: Fluorescence Fluctuation Spectroscopy, vol 518.
Methods in Enzymology (Tetin, S.Y., Ed.), pp. 71–98, Elsevier Academic
Press Inc, San Diego, http://dx.doi.org/10.1016/b978-0-12-388422-0.00004-
2.
[11] Mütze, J., Ohrt, T. and Schwille, P. (2011) Fluorescence correlation
spectroscopy in vivo. Laser Photon Rev. 5 (1), 52–67, http://dx.doi.org/
10.1002/lpor.200910041.
R. Machánˇ, T. Wohland / FEBS Letters 588 (2014) 3571–3584 3581[12] Shahzad, A. and Kohler, G. (2011) Fluorescence correlation spectroscopy
(FCS): a promising tool for biological research. Appl. Spectrosc. Rev. 46 (2),
166–173, http://dx.doi.org/10.1080/05704928.2010.537005.
[13] Chiantia, S., Ries, J. and Schwille, P. (2009) Fluorescence correlation
spectroscopy in membrane structure elucidation. Biochim. Biophys. Acta-
Biomembr. 1788 (1), 225–233, http://dx.doi.org/10.1016/
j.bbamem.2008.08.013.
[14] Hwang, L.C. and Wohland, T. (2007) Recent advances in ﬂuorescence cross-
correlation spectroscopy. Cell Biochem. Biophys. 49 (1), 1–13, http://
dx.doi.org/10.1007/s12013-007-0042-5.
[15] Zhang, D.W., Manna, M., Wohland, T. and Kraut, R. (2009) Alternate raft
pathways cooperate to mediate slow diffusion and efﬁcient uptake of a
sphingolipid tracer to degradative and recycling compartments. J. Cell Sci.
122 (20), 3715–3728, http://dx.doi.org/10.1242/jcs.051557.
[16] Gerken, M., Krippner-Heidenreich, A., Steinert, S., Willi, S., Neugart, F., Zappe,
A., Wrachtrup, J., Tietz, C. and Scheurich, P. (2010) Fluorescence correlation
spectroscopy reveals topological segregation of the two tumor necrosis factor
membrane receptors. Biochim. Biophys. Acta-Biomembr. 1798 (6), 1081–
1089, http://dx.doi.org/10.1016/j.bbamem.2010.02.021.
[17] Itano, M.S., Neumann, A.K., Liu, P., Zhang, F., Gratton, E., Parak, W.J.,
Thompson, N.L. and Jacobson, K. (2011) DC-SIGN and inﬂuenza
hemagglutinin dynamics in plasma membrane microdomains are markedly
different. Biophys. J. 100 (11), 2662–2670, http://dx.doi.org/10.1016/
j.bpj.2011.04.044.
[18] Gaborski, T.R., Sealander, M.N., Waugh, R.E. and McGrath, J.L. (2013)
Dynamics of adhesion molecule domains on neutrophil membranes:
surﬁng the dynamic cell topography. Eur. Biophys. J. 42 (11–12), 851–855,
http://dx.doi.org/10.1007/s00249-013-0931-z.
[19] Lillemeier, B.F., Mortelmaier, M.A., Forstner, M.B., Huppa, J.B., Groves, J.T. and
Davis, M.M. (2010) TCR and Lat are expressed on separate protein islands on
T cell membranes and concatenate during activation. Nat. Immunol. 11 (1),
90–96, http://dx.doi.org/10.1038/ni.1832.
[20] Lingwood, D. and Simons, K. (2009) Lipid rafts as a membrane-organizing
principle. Science 327 (5961), 46–50, http://dx.doi.org/10.1126/
science.1174621.
[21] Eggeling, C., Ringemann, C., Medda, R., Schwarzmann, G., Sandhoff, K.,
Polyakova, S., Belov, V.N., Hein, B., von Middendorff, C., Schonle, A. and Hell,
S.W. (2009) Direct observation of the nanoscale dynamics of membrane
lipids in a living cell. Nature 457 (7233), 1159–1162, http://dx.doi.org/
10.1038/nature07596.
[22] Mueller, V., Ringemann, C., Honigmann, A., Schwarzmann, G., Medda, R.,
Leutenegger, M., Polyakova, S., Belov, V.N., Hell, S.W. and Eggeling, C. (2011)
STED nanoscopy reveals molecular details of cholesterol- and cytoskeleton-
modulated lipid interactions in living cells. Biophys. J. 101 (7), 1651–1660,
http://dx.doi.org/10.1016/j.bpj.2011.09.006.
[23] Ringemann, C., Harke, B., von Middendorff, C., Medda, R., Honigmann, A.,
Wagner, R., Leutenegger, M., Schönle, A., W Hell, S. and Eggeling, C. (2009)
Exploring single-molecule dynamics with ﬂuorescence nanoscopy. New J.
Phys. 11 (10), 103054, http://dx.doi.org/10.1088/1367-2630/11/10/103054.
[24] Sezgin, E., Levental, I., Grzybek, M., Schwarzmann, G., Mueller, V.,
Honigmann, A., Belov, V.N., Eggeling, C., Coskun, U., Simons, K. and
Schwille, P. (2012) Partitioning, diffusion, and ligand binding of raft lipid
analogs in model and cellular plasma membranes 1818. Biochim. Biophys.
Acta-Biomembr. 7, 1777–1784, http://dx.doi.org/10.1016/
j.bbamem.2012.03.007.
[25] Solanko, L.M., Honigmann, A., Midtiby, H.S., Lund, F.W., Brewer, J.R., Dekaris,
V., Bittman, R., Eggeling, C. and Wustner, D. (2013) Membrane orientation
and lateral diffusion of BODIPY-cholesterol as a function of probe structure.
Biophys. J. 105 (9), 2082–2092, http://dx.doi.org/10.1016/j.bpj.2013.09.031.
[26] Triffo, S.B., Huang, H.H., Smith, A.W., Chou, E.T. and Groves, J.T. (2012)
Monitoring lipid anchor organization in cell membranes by PIE–FCCS. J. Am.
Chem. Soc. 134 (26), 10833–10842, http://dx.doi.org/10.1021/ja300374c.
[27] Wawrezinieck, L., Rigneault, H., Marguet, D. and Lenne, P.F. (2005)
Fluorescence correlation spectroscopy diffusion laws to probe the
submicron cell membrane organization. Biophys. J. 89 (6), 4029–4042,
http://dx.doi.org/10.1529/biophysj.105.067959.
[28] Lenne, P.F., Wawrezinieck, L., Conchonaud, F., Wurtz, O., Boned, A., Guo, X.J.,
Rigneault, H., He, H.T. and Marguet, D. (2006) Dynamic molecular
conﬁnement in the plasma membrane by microdomains and the
cytoskeleton meshwork. EMBO J. 25 (14), 3245–3256, http://dx.doi.org/
10.1038/sj.emboj.7601214.
[29] Guia, S., Jaeger, B.N., Piatek, S., Mailfert, S., Trombik, T., Fenis, A., Chevrier, N.,
Walzer, T., Kerdiles, Y.M., Marguet, D., Vivier, E. and Ugolini, S. (2011)
Conﬁnement of activating receptors at the plasma membrane controls
natural killer cell tolerance. Sci. Signal. 4 (167), 21–27, http://dx.doi.org/
10.1126/scisignal.2001608.
[30] Pillet, A.H., Lavergne, V., Pasquier, V., Gesbert, F., Theze, J. and Rose, T. (2010)
IL-2 induces conformational changes in its preassembled receptor core,
which then migrates in lipid raft and binds to the cytoskeleton meshwork. J.
Mol. Biol. 403 (5), 671–692, http://dx.doi.org/10.1016/j.jmb.2010.08.056.
[31] Ganguly, S. and Chattopadhyay, A. (2010) Cholesterol depletion mimics the
effect of cytoskeletal destabilization on membrane dynamics of the
serotonin1A receptor: a zFCS study. Biophys. J. 99 (5), 1397–1407, http://
dx.doi.org/10.1016/j.bpj.2010.06.031.
[32] Sankaran, J., Manna, M., Guo, L., Kraut, R. and Wohland, T. (2009) Diffusion,
transport, and cell membrane organization investigated by imagingﬂuorescence cross-correlation spectroscopy. Biophys. J. 97 (9), 2630–2639,
http://dx.doi.org/10.1016/j.bpj.2009.08.025.
[33] Bag, N., Ali, A., Chauhan, V.S., Wohland, T. and Mishra, A. (2013) Membrane
destabilization by monomeric hIAPP observed by imaging ﬂuorescence
correlation spectroscopy. Chem. Commun. (Camb.) 49 (80), 9155–9157,
http://dx.doi.org/10.1039/c3cc44880k.
[34] Di Rienzo, C., Gratton, E., Beltram, F. and Cardarelli, F. (2013) Fast
spatiotemporal correlation spectroscopy to determine protein lateral
diffusion laws in live cell membranes. Proc. Natl. Acad. Sci. USA 110 (30),
12307–12312, http://dx.doi.org/10.1073/pnas.1222097110.
[35] Guo, S.M., Bag, N., Mishra, A., Wohland, T. and Bathe, M. (2014) Bayesian total
internal reﬂection ﬂuorescence correlation spectroscopy reveals hIAPP-
induced plasma membrane domain organization in live cells. Biophys. J.
106 (1), 190–200, http://dx.doi.org/10.1016/j.bpj.2013.11.4458.
[36] Bag, N., Yap, D.H.X. and Wohland, T. (2014) Temperature dependence of
diffusion in model and live cell membranes characterized by imaging
ﬂuorescence correlation spectroscopy 1838. Biochim. Biophys. Acta-
Biomembr. 3, 802–813, http://dx.doi.org/10.1016/j.bbamem.2013.10.009.
[37] Kay, J.G., Koivusalo, M., Ma, X., Wohland, T. and Grinstein, S. (2012)
Phosphatidylserine dynamics in cellular membranes. Mol. Biol. Cell 23 (11),
2198–2212, http://dx.doi.org/10.1091/mbc.E11-11-0936.
[38] Oikawa, D., Kitamura, A., Kinjo, M. and Iwawaki, T. (2012) Direct association
of unfolded proteins with mammalian ER stress sensor, IRE1beta. PLoS ONE 7
(12), e51290, http://dx.doi.org/10.1371/journal.pone.0051290.
[39] Malchus, N. and Weiss, M. (2010) Anomalous diffusion reports on the
interaction of misfolded proteins with the quality control machinery in the
endoplasmic reticulum. Biophys. J. 99 (4), 1321–1328, http://dx.doi.org/
10.1016/j.bpj.2010.06.020.
[40] Bancaud, A., Huet, S., Daigle, N., Mozziconacci, J., Beaudouin, J. and
Ellenberg, J. (2009) Molecular crowding affects diffusion and binding of
nuclear proteins in heterochromatin and reveals the fractal organization of
chromatin. EMBO J. 28 (24), 3785–3798, http://dx.doi.org/10.1038/emboj.
2009.340.
[41] Hihara, S., Pack, C.G., Kaizu, K., Tani, T., Hanafusa, T., Nozaki, T., Takemoto, S.,
Yoshimi, T., Yokota, H., Imamoto, N., Sako, Y., Kinjo, M., Takahashi, K., Nagai,
T. and Maeshima, K. (2012) Local nucleosome dynamics facilitate chromatin
accessibility in living mammalian cells. Cell. Rep. 2 (6), 1645–1656, http://
dx.doi.org/10.1016/j.celrep.2012.11.008.
[42] Dross, N., Spriet, C., Zwerger, M., Muller, G., Waldeck, W. and Langowski, J.
(2009) Mapping eGFP oligomer mobility in living cell nuclei. PLoS ONE 4 (4),
e5041, http://dx.doi.org/10.1371/journal.pone.0005041.
[43] Digman, M.A. and Gratton, E. (2009) Imaging barriers to diffusion by pair
correlation functions. Biophys. J. 97 (2), 665–673, http://dx.doi.org/10.1016/
j.bpj.2009.04.048.
[44] Hinde, E., Cardarelli, F., Digman, M.A. and Gratton, E. (2010) In vivo pair
correlation analysis of EGFP intranuclear diffusion reveals DNA-dependent
molecular ﬂow. Proc. Natl. Acad. Sci. USA 107 (38), 16560–16565, http://
dx.doi.org/10.1073/pnas.1006731107.
[45] Hinde, E., Cardarelli, F., Digman, M.A. and Gratton, E. (2012) Changes in
chromatin compaction during the cell cycle revealed by micrometer-scale
measurement of molecular ﬂow in the nucleus. Biophys. J. 102 (3), 691–697,
http://dx.doi.org/10.1016/j.bpj.2011.11.4026.
[46] Hinde, E., Cardarelli, F., Digman, M.A., Kershner, A., Kimble, J. and Gratton, E.
(2011) The impact of mitotic versus interphase chromatin architecture on the
molecular ﬂow of egfp by pair correlation analysis. Biophys. J. 100 (7), 1829–
1836, http://dx.doi.org/10.1016/j.bpj.2011.02.024.
[47] Wohland, T., Shi, X.K., Sankaran, J. and Stelzer, E.H.K. (2010) Single plane
illumination ﬂuorescence correlation spectroscopy (SPIM–FCS) probes
inhomogeneous three-dimensional environments. Opt. Express 18 (10),
10627–10641, http://dx.doi.org/10.1364/OE.18.010627.
[48] Sankaran, J., Shi, X.K., Ho, L.Y., Stelzer, E.H.K. and Wohland, T. (2010) ImFCS: a
software for Imaging FCS data analysis and visualization. Opt. Express 18
(25), 25468–25481, http://dx.doi.org/10.1364/oe.18.025468.
[49] Heuvelman, G., Erdel, F., Wachsmuth, M. and Rippe, K. (2009) Analysis of
protein mobilities and interactions in living cells by multifocal ﬂuorescence
ﬂuctuation microscopy. Eur. Biophys. J. 38 (6), 813–828, http://dx.doi.org/
10.1007/s00249-009-0499-9.
[50] Illaste, A., Laasmaa, M., Peterson, P. and Vendelin, M. (2012) Analysis of
molecular movement reveals latticelike obstructions to diffusion in heart
muscle cells. Biophys. J. 102 (4), 739–748, http://dx.doi.org/10.1016/
j.bpj.2012.01.012.
[51] Capoulade, J., Wachsmuth, M., Hufnagel, L. and Knop, M. (2011) Quantitative
ﬂuorescence imaging of protein diffusion and interaction in living cells. Nat.
Biotechnol. 29 (9), 835–839, http://dx.doi.org/10.1038/nbt.1928.
[52] Michelman-Ribeiro, A., Mazza, D., Rosales, T., Stasevich, T.J., Boukari, H., Rishi,
V., Vinson, C., Knutson, J.R. and McNally, J.G. (2009) Direct measurement of
association and dissociation rates of DNA binding in live cells by ﬂuorescence
correlation spectroscopy. Biophys. J. 97 (1), 337–346, http://dx.doi.org/
10.1016/j.bpj.2009.04.027.
[53] Mahen, R., Jeyasekharan, A.D., Barry, N.P. and Venkitaraman, A.R. (2011)
Continuous polo-like kinase 1 activity regulates diffusion to maintain
centrosome self-organization during mitosis. Proc. Natl. Acad. Sci. USA 108
(22), 9310–9315, http://dx.doi.org/10.1073/pnas.1101112108.
[54] Digman, M.A. and Gratton, E. (2009) Analysis of diffusion and binding in cells
using the RICS approach. Microsc. Res. Tech. 72 (4), 323–332, http://
dx.doi.org/10.1002/jemt.20655.
3582 R. Machánˇ, T. Wohland / FEBS Letters 588 (2014) 3571–3584[55] Ma, X., Ahmed, S. and Wohland, T. (2011) EGFR activation monitored by SW-
FCCS in live cells. Front. Biosci., Elite E3 (1), 22–32.
[56] Avilov, S.V., Moisy, D., Munier, S., Schraidt, O., Naffakh, N. and Cusack,
S. (2012) Replication-competent inﬂuenza A virus that encodes a split-
green ﬂuorescent protein-tagged PB2 polymerase subunit allows live-
cell imaging of the virus life cycle. J. Virol. 86 (3), 1433–1448, http://
dx.doi.org/10.1128/JVI.05820-11.
[57] Broderick, R., Ramadurai, S., Toth, K., Togashi, D.M., Ryder, A.G., Langowski, J.
and Nasheuer, H.P. (2012) Cell cycle-dependent mobility of Cdc45
determined in vivo by ﬂuorescence correlation spectroscopy. PLoS ONE 7
(4), http://dx.doi.org/10.1371/journal.pone.0035537.
[58] Suzuki, T., Ainai, A., Nagata, N., Sata, T., Sawa, H. and Hasegawa, H. (2011) A
novel function of the N-terminal domain of PA in assembly of inﬂuenza A
virus RNA polymerase. Biochem. Biophys. Res. Commun. 414 (4), 719–726,
http://dx.doi.org/10.1016/j.bbrc.2011.09.142.
[59] Jeyasekharana, A.D., Ayoub, N., Mahen, R., Ries, J., Esposito, A., Rajendra, E.,
Hattori, H., Kulkarni, R.P. and Venkitaraman, A.R. (2010) DNA damage
regulates the mobility of Brca2 within the nucleoplasm of living cells. Proc.
Natl. Acad. Sci. USA 107 (50), 21937–21942, http://dx.doi.org/10.1073/
pnas.1009577107.
[60] Bonner, A.M., Hughes, S.E., Chisholm, J.A., Smith, S.K., Slaughter, B.D.,
Unruh, J.R., Collins, K.A., Friederichs, J.M., Florens, L., Swanson, S.K.,
Pelot, M.C., Miller, D.E., Washburn, M.P., Jaspersen, S.L. and Hawley,
R.S. (2013) Binding of drosophila polo kinase to its regulator
matrimony is noncanonical and involves two separate functional
domains. Proc. Natl. Acad. Sci. USA 110 (13), E1222–E1231, http://
dx.doi.org/10.1073/pnas.1301690110.
[61] Slaughter, B.D., Das, A., Schwartz, J.W., Rubinstein, B. and Li, R. (2009) Dual
modes of cdc42 recycling ﬁne-tune polarized morphogenesis. Dev. Cell 17
(6), 823–835, http://dx.doi.org/10.1016/j.devcel.2009.10.022.
[62] Bellou, S., Hink, M.A., Bagli, E., Panopoulou, E., Bastiaens, P.I.H., Murphy, C.
and Fotsis, T. (2009) VEGF autoregulates its proliferative and migratory ERK1/
2 and p38 cascades by enhancing the expression of DUSP1 and DUSP5
phosphatases in endothelial cells. Am. J. Physiol-Cell. Physiol. 297 (6),
C1477–C1489, http://dx.doi.org/10.1152/ajpcell.00058.2009.
[63] Sadamoto, H., Saito, K., Muto, H., Kinjo, M. and Ito, E. (2011) Direct
observation of dimerization between different CREB1 isoforms in a living
cell. PLoS ONE 6 (6), e20285, http://dx.doi.org/10.1371/
journal.pone.0020285.
[64] Savatier, J., Jalaguier, S., Ferguson, M.L., Cavailles, V. and Royer, C.A. (2010)
Estrogen receptor interactions and dynamics monitored in live cells by
ﬂuorescence cross-correlation spectroscopy. Biochemistry 49 (4), 772–781,
http://dx.doi.org/10.1021/bi9013006.
[65] Tiwari, M., Mikuni, S., Muto, H. and Kinjo, M. (2013) Determination of
dissociation constant of the NFkappaB p50/p65 heterodimer using
ﬂuorescence cross-correlation spectroscopy in the living cell. Biochem.
Biophys. Res. Commun. 436 (3), 430–435, http://dx.doi.org/10.1016/
j.bbrc.2013.05.121.
[66] Siegel, A.P., Hays, N.M. and Day, R.N. (2013) Unraveling transcription factor
interactions with heterochromatin protein 1 using ﬂuorescence lifetime
imaging microscopy and ﬂuorescence correlation spectroscopy. J. Biomed.
Opt. 18 (2), http://dx.doi.org/10.1117/1.jbo.18.2.025002.
[67] Yamada, M., Kumamoto, K., Mikuni, S., Arai, Y., Kinjo, M., Nagai, T., Tsukasaki,
Y., Watanabe, T.M., Fukui, M., Jin, M., Toba, S. and Hirotsune, S. (2013) Rab6a
releases LIS1 from a dynein idling complex and activates dynein for
retrograde movement. Nat. Commun. 4, 2033, http://dx.doi.org/10.1038/
ncomms3033.
[68] Tanaka, S. and Takakuwa, Y. (2012) Intracellular interactions between
protein 4.1 and glycophorin C on transport vesicles, as determined by
ﬂuorescence correlation spectroscopy. FEBS Lett. 586 (6), 668–674, http://
dx.doi.org/10.1016/j.febslet.2012.01.058.
[69] Zamir, E., Lommerse, P.H.M., Kinkhabwala, A., Grecco, H.E. and Bastiaens,
P.I.H. (2010) Fluorescence ﬂuctuations of quantum-dot sensors capture
intracellular protein interaction dynamics. Nat. Methods 7 (4), 295–298,
http://dx.doi.org/10.1038/nmeth.1441.
[70] Huet, S., Avilov, S.V., Ferbitz, L., Daigle, N., Cusack, S. and Ellenberg, J. (2010)
Nuclear import and assembly of inﬂuenza A virus RNA polymerase studied in
live cells by ﬂuorescence cross-correlation spectroscopy. J. Virol. 84 (3),
1254–1264, http://dx.doi.org/10.1128/JVI.01533-09.
[71] Digman, M.A., Wiseman, P.W., Horwitz, A.R. and Gratton, E. (2009)
Detecting protein complexes in living cells from laser scanning confocal
image sequences by the cross correlation raster image spectroscopy
method. Biophys. J. 96 (2), 707–716, http://dx.doi.org/10.1016/j.bpj.2008.
09.051.
[72] Choi, C.K., Zareno, J., Digman, M.A., Gratton, E. and Horwitz, A.R. (2011) Cross-
correlated ﬂuctuation analysis reveals phosphorylation-regulated paxillin-
FAK complexes in nascent adhesions. Biophys. J. 100 (3), 583–592, http://
dx.doi.org/10.1016/j.bpj.2010.12.3719.
[73] Krieger, J.W., Singh, A.P., Garbe, C.S., Wohland, T. and Langowski, J. (2014)
Dual-color ﬂuorescence cross-correlation spectroscopy on a single plane
illumination microscope (SPIM–FCCS). Opt. Express 22 (3), 2358–2375,
http://dx.doi.org/10.1364/oe.22.002358.
[74] Müller, B.K., Zaychikov, E., Brauchle, C. and Lamb, D.C. (2005) Pulsed
interleaved excitation. Biophys. J. 89 (5), 3508–3522, http://dx.doi.org/
10.1529/biophysj.105.064766.[75] Padilla-Parra, S., Auduge, N., Coppey-Moisan, M. and Tramier, M. (2011)
Dual-color ﬂuorescence lifetime correlation spectroscopy to quantify
protein–protein interactions in live cell. Microsc. Res. Tech. 74 (8), 788–
793, http://dx.doi.org/10.1002/jemt.21015.
[76] Hendrix, J., Schrimpf, W., Holler, M. and Lamb, D.C. (2013) Pulsed interleaved
excitation ﬂuctuation imaging. Biophys. J. 105 (4), 848–861, http://
dx.doi.org/10.1016/j.bpj.2013.05.059.
[77] Foo, Y.H., Naredi-Rainer, N., Lamb, D.C., Ahmed, S. and Wohland, T. (2012)
Factors affecting the quantiﬁcation of biomolecular interactions by
ﬂuorescence cross-correlation spectroscopy. Biophys. J. 102 (5), 1174–1183,
http://dx.doi.org/10.1016/j.bpj.2012.01.040.
[78] Sudhaharan, T., Liu, P., Foo, Y.H., Bu, W., Lim, K.B., Wohland, T. and Ahmed, S.
(2009) Determination of in vivo dissociation constant, KD, of Cdc42-effector
complexes in live mammalian cells using single wavelength ﬂuorescence
cross-correlation spectroscopy. J. Biol. Chem. 284 (20), 13602–13609, http://
dx.doi.org/10.1074/jbc.M900894200.
[79] Storti, B., Bizzarri, R., Cardarelli, F. and Beltram, F. (2012) Intact microtubules
preserve transient receptor potential vanilloid 1 (TRPV1) functionality
through receptor binding. J. Biol. Chem. 287 (10), 7803–7811, http://
dx.doi.org/10.1074/jbc.M111.332296.
[80] Cui, Y., Cho, I.H., Chowdhury, B. and Irudayaraj, J. (2013) Real-time dynamics
of methyl-CpG-binding domain protein 3 and its role in DNA demethylation
by ﬂuorescence correlation spectroscopy. Epigenetics 8 (10), 1089–1100,
http://dx.doi.org/10.4161/epi.25958.
[81] Vukojevic, V., Papadopoulos, D.K., Terenius, L., Gehring, W.J. and Rigler, R.
(2010) Quantitative study of synthetic Hox transcription factor-DNA
interactions in live cells. Proc. Natl. Acad. Sci. USA 107 (9), 4093–4098,
http://dx.doi.org/10.1073/pnas.0914612107.
[82] Larson, D.R., Zenklusen, D., Wu, B., Chao, J.A. and Singer, R.H. (2011) Real-time
observation of transcription initiation and elongation on an endogenous
yeast gene. Science 332 (6028), 475–478, http://dx.doi.org/10.1126/
science.1202142.
[83] Han, S.P., Friend, L.R., Carson, J.H., Korza, G., Barbarese, E., Maggipinto, M.,
Hatﬁeld, J.T., Rothnagel, J.A. and Smith, R. (2010) Differential subcellular
distributions and trafﬁcking functions of hnRNP A2/B1 spliceoforms. Trafﬁc
11 (7), 886–898, http://dx.doi.org/10.1111/j.1600-0854.2010.01072.x.
[84] Chen, J.J., Nag, S., Vidi, P.A. and Irudayaraj, J. (2011) Single molecule in vivo
analysis of toll-like receptor 9 and CpG DNA interaction. PLoS ONE 6 (4),
http://dx.doi.org/10.1371/journal.pone.0017991.
[85] Ohrt, T., Muetze, J., Svoboda, P. and Schwille, P. (2012) Intracellular
localization and routing of miRNA and RNAi pathway components. Curr.
Top. Med. Chem. 12 (2), 79–88, http://dx.doi.org/10.2174/
156802612798919132.
[86] Ohrt, T., Staroske, W., Mutze, J., Crell, K., Landthaler, M. and Schwille, P.
(2011) Fluorescence cross-correlation spectroscopy reveals mechanistic
insights into the effect of 20-O-methyl modiﬁed siRNAs in living cells.
Biophys. J. 100 (12), 2981–2990, http://dx.doi.org/10.1016/j.bpj.2011.05.005.
[87] Sasaki, A. and Kinjo, M. (2010) Monitoring intracellular degradation of
exogenous DNA using diffusion properties. J. Control Release 143 (1), 104–
111, http://dx.doi.org/10.1016/j.jconrel.2009.12.013.
[88] Sun, F., Mikuni, S. and Kinjo, M. (2011) Monitoring the caspase cascade in
single apoptotic cells using a three-color ﬂuorescent protein substrate.
Biochem. Biophys. Res. Commun. 404 (2), 706–710, http://dx.doi.org/
10.1016/j.bbrc.2010.12.047.
[89] Maharana, S., Sharma, D., Shi, X. and Shivashankar, G.V. (2012) Dynamic
organization of transcription compartments is dependent on functional
nuclear architecture. Biophys. J. 103 (5), 851–859, http://dx.doi.org/10.1016/
j.bpj.2012.06.036.
[90] Erdel, F., Muller-Ott, K., Baum, M., Wachsmuth, M. and Rippe, K. (2011)
Dissecting chromatin interactions in living cells from protein mobility maps.
Chromosome Res. 19 (1), 99–115, http://dx.doi.org/10.1007/s10577-010-
9155-6.
[91] Erdel, F., Schubert, T., Marth, C., Langst, G. and Rippe, K. (2010) Human ISWI
chromatin-remodeling complexes sample nucleosomes via transient binding
reactions and become immobilized at active sites. Proc. Natl. Acad. Sci. USA
107 (46), 19873–19878, http://dx.doi.org/10.1073/pnas.1003438107.
[92] Hendrix, J., Gijsbers, R., De Rijck, J., Voet, A., Hotta, J., McNeely, M., Hofkens, J.,
Debyser, Z. and Engelborghs, Y. (2011) The transcriptional co-activator
LEDGF/p75 displays a dynamic scan-and-lock mechanism for chromatin
tethering. Nucleic Acids Res. 39 (4), 1310–1325, http://dx.doi.org/10.1093/
nar/gkq933.
[93] Bierbaum, M. and Bastiaens, P.I. (2013) Cell cycle-dependent binding modes
of the ran exchange factor RCC1 to chromatin. Biophys. J. 104 (8), 1642–1651,
http://dx.doi.org/10.1016/j.bpj.2013.03.024.
[94] Kloster-Landsberg, M., Herbomel, G., Wang, I., Derouard, J., Vourc’h, C., Usson,
Y., Souchier, C. and Delon, A. (2012) Cellular response to heat shock studied
by multiconfocal ﬂuorescence correlation spectroscopy. Biophys. J. 103 (6),
1110–1119, http://dx.doi.org/10.1016/j.bpj.2012.07.041.
[95] Herbomel, G., Kloster-Landsberg, M., Folco, E.G., Col, E., Usson, Y., Vourc’h, C.,
Delon, A. and Souchier, C. (2013) Dynamics of the full length and mutated
heat shock factor 1 in human cells. PLoS ONE 8 (7), e67566, http://dx.doi.org/
10.1371/journal.pone.0067566.
[96] Brazda, P., Szekeres, T., Bravics, B., Toth, K., Vamosi, G. and Nagy, L. (2011)
Live-cell ﬂuorescence correlation spectroscopy dissects the role of
coregulator exchange and chromatin binding in retinoic acid receptor
R. Machánˇ, T. Wohland / FEBS Letters 588 (2014) 3571–3584 3583mobility. J. Cell Sci. 124 (Pt 21), 3631–3642, http://dx.doi.org/10.1242/
jcs.086082.
[97] Arzenani, M.K., Zade, A.E., Ming, Y., Vijverberg, S.J., Zhang, Z., Khan, Z.,
Sadique, S., Kallenbach, L., Hu, L., Vukojevic, V. and Ekstrom, T.J. (2011)
Genomic DNA hypomethylation by histone deacetylase inhibition implicates
DNMT1 nuclear dynamics. Mol. Cell. Biol. 31 (19), 4119–4128, http://
dx.doi.org/10.1128/MCB.01304-10.
[98] Mazza, D., Abernathy, A., Golob, N., Morisaki, T. and McNally, J.G. (2012) A
benchmark for chromatin binding measurements in live cells. Nucleic Acids
Res. 40 (15), e119, http://dx.doi.org/10.1093/nar/gks701.
[99] Hnilicová, J., Hozeiﬁ, S., Stejskalová, E., Dušková, E., Poser, I., Humpolícˇková, J.,
Hof, M. and Staneˇk, D. (2013) The C-terminal domain of Brd2 is important for
chromatin interaction and regulation of transcription and alternative
splicing. Mol. Biol. Cell 24 (22), 3557–3568, http://dx.doi.org/10.1091/
mbc.E13-06-0303.
[100] Caballero-George, C., Sorkalla, T., Jakobs, D., Bolanos, J., Raja, H., Shearer, C.,
Bermingham, E. and Haberlein, H. (2012) Fluorescence correlation
spectroscopy in drug discovery: study of Alexa532-endothelin 1 binding to
the endothelin ETA receptor to describe the pharmacological proﬁle of
natural products. Sci. World J. 2012, 524169, http://dx.doi.org/10.1100/2012/
524169.
[101] Sieben, A., Prenner, L., Sorkalla, T., Wolf, A., Jakobs, D., Runkel, F. and
Haberlein, H. (2009) Alpha-Hederin, but not hederacoside C and hederagenin
from hedera helix, affects the binding behavior, dynamics, and regulation of
beta(2)-adrenergic receptors. Biochemistry 48 (15), 3477–3482, http://
dx.doi.org/10.1021/bi802036b.
[102] Winter, P.W., McPhee, J.T., Van Orden, A.K., Roess, D.A. and Barisas, B.G.
(2011) Fluorescence correlation spectroscopic examination of insulin and
insulin-like growth factor 1 binding to live cells. Biophys. Chem. 159 (2–3),
303–310, http://dx.doi.org/10.1016/j.bpc.2011.08.003.
[103] Chen, Y., Munteanu, A.C., Huang, Y.F., Phillips, J., Zhu, Z., Mavros, M. and Tan,
W. (2009) Mapping receptor density on live cells by using ﬂuorescence
correlation spectroscopy. Chemistry 15 (21), 5327–5336, http://dx.doi.org/
10.1002/chem.200802305.
[104] Book, B., Chen, J. and Irudayaraj, J. (2011) Quantiﬁcation of receptor targeting
aptamer binding characteristics using single-molecule spectroscopy.
Biotechnol. Bioeng. 108 (5), 1222–1227, http://dx.doi.org/10.1002/bit.23043.
[105] Rose, R.H., Briddon, S.J. and Hill, S.J. (2012) A novel ﬂuorescent histamine
H(1) receptor antagonist demonstrates the advantage of using ﬂuorescence
correlation spectroscopy to study the binding of lipophilic ligands. Br. J.
Pharmacol. 165 (6), 1789–1800, http://dx.doi.org/10.1111/j.1476-
5381.2011.01640.x.
[106] Weidemann, T., Worch, R., Kurgonaite, K., Hintersteiner, M., Bokel, C. and
Schwille, P. (2011) Single cell analysis of ligand binding and complex
formation of interleukin-4 receptor subunits. Biophys. J. 101 (10), 2360–
2369, http://dx.doi.org/10.1016/j.bpj.2011.10.014.
[107] Stromqvist, J., Johansson, S., Xu, L., Ohsugi, Y., Andersson, K., Muto, H.,
Kinjo, M., Hoglund, P. and Widengren, J. (2011) A modiﬁed FCCS
procedure applied to Ly49A-MHC class I cis-interaction studies in cell
membranes. Biophys. J. 101 (5), 1257–1269, http://dx.doi.org/10.1016/
j.bpj.2011.06.057.
[108] Chen, J.J. and Irudayaraj, J. (2010) Fluorescence lifetime cross correlation
spectroscopy resolves EGFR and antagonist interaction in live cells. Anal.
Chem. 82 (15), 6415–6421, http://dx.doi.org/10.1021/ac101236t.
[109] Kapusta, P., Machánˇ, R., Benda, A. and Hof, M. (2012) ﬂuorescence lifetime
correlation spectroscopy (FLCS): concepts, applications and outlook. Int. J.
Mol. Sci. 13 (10), 12890–12910, http://dx.doi.org/10.3390/ijms131012890.
[110] Kilpatrick, L.E., Briddon, S.J. and Holliday, N.D. (2012) Fluorescence
correlation spectroscopy, combined with bimolecular ﬂuorescence
complementation, reveals the effects of beta-arrestin complexes and
endocytic targeting on the membrane mobility of neuropeptide Y receptors
1823. Biochim. Biophys. Acta-Mol. Cell Res. 6, 1068–1081, http://dx.doi.org/
10.1016/j.bbamcr.2012.03.002.
[111] Demirkhanyan, L.H., Marin, M., Padilla-Parra, S., Zhan, C., Miyauchi, K., Jean-
Baptiste, M., Novitskiy, G., Lu, W. and Melikyan, G.B. (2012) Multifaceted
mechanisms of HIV-1 entry inhibition by human alpha-defensin. J. Biol.
Chem. 287 (34), 28821–28838, http://dx.doi.org/10.1074/jbc.M112.375949.
[112] Nguyen, T.A., Sarkar, P., Veetil, J.V., Koushik, S.V. and Vogel, S.S. (2012)
Fluorescence polarization and ﬂuctuation analysis monitors subunit
proximity, stoichiometry, and protein complex hydrodynamics. PLoS ONE 7
(5), e38209, http://dx.doi.org/10.1371/journal.pone.0038209.
[113] Shivaraju, M., Unruh, J.R., Slaughter, B.D., Mattingly, M., Berman, J. and
Gerton, J.L. (2012) Cell-cycle-coupled structural oscillation of centromeric
nucleosomes in yeast. Cell 150 (2), 304–316, http://dx.doi.org/10.1016/
j.cell.2012.05.034.
[114] Herrick-Davis, K., Grinde, E., Cowan, A. and Mazurkiewicz, J.E. (2013)
Fluorescence correlation spectroscopy analysis of serotonin, adrenergic,
muscarinic, and dopamine receptor dimerization: the oligomer number
puzzle. Mol. Pharmacol. 84 (4), 630–642, http://dx.doi.org/10.1124/
mol.113.087072.
[115] Herrick-Davis, K., Grinde, E., Lindsley, T., Cowan, A. and Mazurkiewicz, J.E.
(2012) Oligomer size of the serotonin 5-hydroxytryptamine 2C (5-HT2C)
receptor revealed by ﬂuorescence correlation spectroscopy with photon
counting histogram analysis: evidence for homodimers without monomers
or tetramers. J. Biol. Chem. 287 (28), 23604–23614, http://dx.doi.org/
10.1074/jbc.M112.350249.[116] Ilien, B., Glasser, N., Clamme, J.P., Didier, P., Piemont, E., Chinnappan, R.,
Daval, S.B., Galzi, J.L. and Mely, Y. (2009) Pirenzepine promotes the
dimerization of muscarinic M1 receptors through a three-step binding
process. J. Biol. Chem. 284 (29), 19533–19543, http://dx.doi.org/10.1074/
jbc.M109.017145.
[117] Weiss, K., Neef, A., Van, Q., Kramer, S., Gregor, I. and Enderlein, J. (2013)
Quantifying the diffusion of membrane proteins and peptides in black lipid
membranes with 2-focus ﬂuorescence correlation spectroscopy. Biophys. J.
105 (2), 455–462, http://dx.doi.org/10.1016/j.bpj.2013.06.004.
[118] Chen, Y., Müller, J.D., So, P.T.C. and Gratton, E. (1999) The photon counting
histogram in ﬂuorescence ﬂuctuation spectroscopy. Biophys. J. 77 (1), 553–
567, http://dx.doi.org/10.1016/S0006-3495(99)76912-2.
[119] Neugart, F., Zappe, A., Buk, D.M., Ziegler, I., Steinert, S., Schumacher, M.,
Schopf, E., Bessey, R., Wurster, K., Tietz, C., Borsch, M., Wrachtrup, J. and
Graeve, L. (2009) Detection of ligand-induced CNTF receptor dimers in living
cells by ﬂuorescence cross correlation spectroscopy. Biochim. Biophys.
Acta-Biomembr. 1788 (9), 1890–1900, http://dx.doi.org/10.1016/
j.bbamem.2009.05.013.
[120] Geeraerts, A., Hsiu-Fang, F., Zimmermann, P. and Engelborghs, Y. (2013) The
characterization of the nuclear dynamics of syntenin-2, a PIP2 binding PDZ
protein. Cytom. Part A 83 (9), 866–875, http://dx.doi.org/10.1002/
cyto.a.22246.
[121] Ridelis, I., Schmidt, A., Teichmann, A., Furkert, J., Wiesner, B. and Schulein, R.
(2012) Use of Kikume green–red fusions to study the inﬂuence of
pharmacological chaperones on trafﬁcking of G protein-coupled receptors.
FEBS Lett. 586 (6), 784–791, http://dx.doi.org/10.1016/j.febslet.2012.01.043.
[122] Lazarou, M., Narendra, D.P., Jin, S.M., Tekle, E., Banerjee, S. and Youle, R.J.
(2013) PINK1 drives Parkin self-association and HECT-like E3 activity
upstream of mitochondrial binding. J. Cell Biol. 200 (2), 163–172, http://
dx.doi.org/10.1083/jcb.201210111.
[123] Kitamura, A., Inada, N., Kubota, H., Matsumoto, G., Kinjo, M., Morimoto, R.I.
and Nagata, K. (2014) Dysregulation of the proteasome increases the toxicity
of ALS-linked mutant SOD1. Genes Cells, http://dx.doi.org/10.1111/
gtc.12125.
[124] Lauterbach, T., Manna, M., Ruhnow, M., Wisantoso, Y., Wang, Y., Matysik, A.,
Oglecka, K., Mu, Y., Geifman-Shochat, S., Wohland, T. and Kraut, R. (2012)
Weak glycolipid binding of a microdomain-tracer peptide correlates with
aggregation and slow diffusion on cell membranes. PLoS ONE 7 (12), e51222,
http://dx.doi.org/10.1371/journal.pone.0051222.
[125] Nag, S., Chen, J., Irudayaraj, J. and Maiti, S. (2010) Measurement of the
attachment and assembly of small amyloid-beta oligomers on live cell
membranes at physiological concentrations using single-molecule tools.
Biophys. J. 99 (6), 1969–1975, http://dx.doi.org/10.1016/j.bpj.2010.07.020.
[126] Hayakawa, E.H., Furutani, M., Matsuoka, R. and Takakuwa, Y. (2011)
Comparison of protein behavior between wild-type and G601S hERG in
living cells by ﬂuorescence correlation spectroscopy. J. Physiol. Sci. 61 (4),
313–319, http://dx.doi.org/10.1007/s12576-011-0150-2.
[127] Wu, J., Corbett, A.H. and Berland, K.M. (2009) The intracellular mobility of
nuclear import receptors and NLS cargoes. Biophys. J. 96 (9), 3840–3849,
http://dx.doi.org/10.1016/j.bpj.2009.01.050.
[128] Cardarelli, F. and Gratton, E. (2010) In vivo imaging of single-molecule
translocation through nuclear pore complexes by pair correlation functions.
PLoS ONE 5 (5), e10475, http://dx.doi.org/10.1371/journal.pone.0010475.
[129] Cardarelli, F., Lanzano, L. and Gratton, E. (2011) Fluorescence correlation
spectroscopy of intact nuclear pore complexes. Biophys. J. 101 (4), L27–L29,
http://dx.doi.org/10.1016/j.bpj.2011.04.057.
[130] Cardarelli, F., Lanzano, L. and Gratton, E. (2012) Capturing directed molecular
motion in the nuclear pore complex of live cells. Proc. Natl. Acad. Sci. USA
109 (25), 9863–9868, http://dx.doi.org/10.1073/pnas.1200486109.
[131] Chiu, C.L., Digman, M.A. and Gratton, E. (2013) Measuring actin ﬂow in 3D
cell protrusions. Biophys. J. 105 (8), 1746–1755, http://dx.doi.org/10.1016/
j.bpj.2013.07.057.
[132] Toplak, T., Pandzic, E., Chen, L., Vicente-Manzanares, M., Horwitz, A.R. and
Wiseman, P.W. (2012) STICCS reveals matrix-dependent adhesion slipping
and gripping in migrating cells. Biophys. J. 103 (8), 1672–1682, http://
dx.doi.org/10.1016/j.bpj.2012.08.060.
[133] Erokhova, L., Horner, A., Kugler, P. and Pohl, P. (2011) Monitoring single-
channel water permeability in polarized cells. J. Biol. Chem. 286 (46), 39926–
39932, http://dx.doi.org/10.1074/jbc.M111.291864.
[134] Pampaloni, F., Reynaud, E.G. and Stelzer, E.H.K. (2007) The third dimension
bridges the gap between cell culture and live tissue. Nat. Rev. Mol. Cell Biol. 8
(10), 839–845, http://dx.doi.org/10.1038/nrm2236.
[135] Shi, X., Teo, L.S., Pan, X., Chong, S.W., Kraut, R., Korzh, V. and Wohland, T.
(2009) Probing events with single molecule sensitivity in zebraﬁsh and
Drosophila embryos by ﬂuorescence correlation spectroscopy. Dev. Dyn. 238
(12), 3156–3167, http://dx.doi.org/10.1002/dvdy.22140.
[136] Korzh, S., Pan, X.F., Garcia-Lecea, M., Winata, C.L., Pan, X.T., Wohland, T.,
Korzh, V. and Gong, Z.Y. (2008) Requirement of vasculogenesis and blood
circulation in late stages of liver growth in zebraﬁsh. BMC Dev. Biol. 8, 84,
http://dx.doi.org/10.1186/1471-213x-8-84.
[137] Bhattacharya, D., Talwar, S., Mazumder, A. and Shivashankar, G.V. (2009)
Spatio-temporal plasticity in chromatin organization in mouse cell
differentiation and during Drosophila embryogenesis. Biophys. J. 96 (9),
3832–3839, http://dx.doi.org/10.1016/j.bpj.2008.11.075.
[138] Shi, X., Foo, Y.H., Sudhaharan, T., Chong, S.W., Korzh, V., Ahmed, S. and
Wohland, T. (2009) Determination of dissociation constants in living
3584 R. Machánˇ, T. Wohland / FEBS Letters 588 (2014) 3571–3584zebraﬁsh embryos with single wavelength ﬂuorescence cross-correlation
spectroscopy. Biophys. J. 97 (2), 678–686, http://dx.doi.org/10.1016/
j.bpj.2009.05.006.
[139] Yu, S.R., Burkhardt, M., Nowak, M., Ries, J., Petrasek, Z., Scholpp, S., Schwille,
P. and Brand, M. (2009) Fgf8 morphogen gradient forms by a source-sink
mechanism with freely diffusing molecules. Nature 461 (7263), 533–536,
http://dx.doi.org/10.1038/nature08391.
[140] Ries, J., Yu, S.R., Burkhardt, M., Brand, M. and Schwille, P. (2009) Modular
scanning FCS quantiﬁes receptor-ligand interactions in living multicellular
organisms. Nat. Methods 6 (9), 643–646, http://dx.doi.org/10.1038/
nmeth.1355.
[141] Kaur, G., Costa, M.W., Nefzger, C.M., Silva, J., Fierro-Gonzalez, J.C., Polo, J.M.,
Bell, T.D. and Plachta, N. (2013) Probing transcription factor diffusion
dynamics in the living mammalian embryo with photoactivatable
ﬂuorescence correlation spectroscopy. Nat. Commun. 4, 1637, http://
dx.doi.org/10.1038/ncomms2657.
[142] Lam, C.S., Mistri, T.K., Foo, Y.H., Sudhaharan, T., Gan, H.T., Rodda, D., Lim, L.H.,
Chou, C., Robson, P., Wohland, T. and Ahmed, S. (2012) DNA-dependent Oct4-
Sox2 interaction and diffusion properties characteristic of the pluripotent
cell state revealed by ﬂuorescence spectroscopy. Biochem. J. 448 (1), 21–33,
http://dx.doi.org/10.1042/bj20120725.
[143] Habimana, O., Steenkeste, K., Fontaine-Aupart, M.P., Bellon-Fontaine, M.N.,
Kulakauskas, S. and Briandet, R. (2011) Diffusion of nanoparticles in bioﬁlms
is altered by bacterial cell wall hydrophobicity. Appl. Environ. Microbiol. 77
(1), 367–368, http://dx.doi.org/10.1128/AEM.02163-10.
[144] Daddi Oubekka, S., Briandet, R., Fontaine-Aupart, M.P. and Steenkeste, K.
(2012) Correlative time-resolved ﬂuorescence microscopy to assess
antibiotic diffusion-reaction in bioﬁlms. Antimicrob. Agents Chemother. 56
(6), 3349–3358, http://dx.doi.org/10.1128/AAC.00216-12.
[145] Nagao, I., Aoki, Y., Tanaka, M. and Kinjo, M. (2008) Analysis of the
molecular dynamics of medaka nuage proteins by ﬂuorescence correlation
spectroscopy and ﬂuorescence recovery after photobleaching. FEBS J. 275 (2),
341–349, http://dx.doi.org/10.1111/j.1742-4658.2007.06204.x.
[146] Shi, Y.R., Barton, K., De Maria, A., Petrash, J.M., Shiels, A. and Bassnett, S.
(2009) The stratiﬁed syncytium of the vertebrate lens. J. Cell Sci. 122 (10),
1607–1615, http://dx.doi.org/10.1242/jcs.045203.
[147] Kappler, J., Hegener, O., Baader, S.L., Franken, S., Gieselmann, V., Haberlein, H.
and Rauch, U. (2009) Transport of a hyaluronan-binding protein in brain
tissue. Matrix Biol. 28 (7), 396–405, http://dx.doi.org/10.1016/
j.matbio.2009.06.002.
[148] Guldbrand, S., Kirejev, V., Simonsson, C., Goksor, M., Smedh, M. and
Ericson, M.B. (2013) Two-photon ﬂuorescence correlation spectroscopy
as a tool for measuring molecular diffusion within human skin. Eur. J.
Pharm. Biopharm. 84 (2), 430–436, http://dx.doi.org/10.1016/j.ejpb.
2012.10.001.
[149] Guo, S.M., He, J., Monnier, N., Sun, G.Y., Wohland, T. and Bathe, M. (2012)
Bayesian approach to the analysis of ﬂuorescence correlation spectroscopy
data II: application to simulated and in vitro data. Anal. Chem. 84 (9), 3880–
3888, http://dx.doi.org/10.1021/ac2034375.
[150] Buchholz, J., Krieger, J.W., Mocsar, G., Kreith, B., Charbon, E., Vamosi, G.,
Kebschull, U. and Langowski, J. (2012) FPGA implementation of a 3232
autocorrelator array for analysis of fast image series. Opt. Express 20 (16),
17767–17782, http://dx.doi.org/10.1364/OE.20.017767.
[151] Mocsar, G., Kreith, B., Buchholz, J., Krieger, J.W., Langowski, J. and Vamosi, G.
(2012) Note: Multiplexed multiple-tau auto- and cross-correlators on a
single ﬁeld programmable gate array. Rev. Sci. Instrum. 83 (4), 046101,
http://dx.doi.org/10.1063/1.3700810.[152] Ries, J. and Schwille, P. (2012) Fluorescence correlation spectroscopy.
BioEssays 34 (5), 361–368, http://dx.doi.org/10.1002/bies.201100111.
[153] Mueller, V., Honigmann, A., Ringemann, C., Medda, R., Schwarzmann, G. and
Eggeling, C. (2013) FCS in STED microscopy: studying the nanoscale of lipid
membrane dynamics in: Fluorescence Fluctuation Spectroscopy, vol 519.
Methods in Enzymology (Tetin, S.Y., Ed.), pp. 1–38, Elsevier Academic Press
Inc, San Diego, http://dx.doi.org/10.1016/b978-0-12-405539-1.00001-4.
[154] Thompson, N.L. and Steele, B.L. (2007) Total internal reﬂection with
ﬂuorescence correlation spectroscopy. Nat. Protocols 2 (4), 878–890, http://
dx.doi.org/10.1038/nprot.2007.110.
[155] Thompson, N.L., Navaratnarajah, P. and Wang, X. (2010) Measuring surface
binding thermodynamics and kinetics by using total internal reﬂection with
ﬂuorescence correlation spectroscopy: practical considerations. J. Phys.
Chem. B 115 (1), 120–131, http://dx.doi.org/10.1021/jp1069708.
[156] Ohsugi, Y. and Kinjo, M. (2009) Multipoint ﬂuorescence correlation
spectroscopy with total internal reﬂection ﬂuorescence microscope. J.
Biomed. Opt. 14 (1), 014030, http://dx.doi.org/10.1117/1.3080723.
[157] Ries, J., Chiantia, S. and Schwille, P. (2009) Accurate determination of
membrane dynamics with line-scan FCS. Biophys. J. 96 (5), 1999–2008,
http://dx.doi.org/10.1016/j.bpj.2008.12.3888.
[158] Ruan, Q.Q., Cheng, M.A., Levi, M., Gratton, E. and Mantulin, W.W. (2004)
Spatial-temporal studies of membrane dynamics: Scanning ﬂuorescence
correlation spectroscopy (SFCS). Biophys. J. 87 (2), 1260–1267, http://
dx.doi.org/10.1529/biophysj.103.036483.
[159] Petrášek, Z. and Schwille, P. (2008) Precise measurement of diffusion
coefﬁcients using scanning ﬂuorescence correlation spectroscopy. Biophys.
J. 94 (4), 1437–1448, http://dx.doi.org/10.1529/biophysj.107.108811.
[160] Gröner, N., Capoulade, J., Cremer, C. and Wachsmuth, M. (2010) Measuring
and imaging diffusion with multiple scan speed image correlation
spectroscopy. Opt. Express 18 (20), 21225–21237, http://dx.doi.org/
10.1364/OE.18.021225.
[161] Kolin, D.L. and Wiseman, P.W. (2007) Advances in image correlation
spectroscopy: Measuring number densities, aggregation states, and
dynamics of ﬂuorescently labeled macromolecules in cells. Cell Biochem.
Biophys. 49 (3), 141–164, http://dx.doi.org/10.1007/s12013-007-9000-5.
[162] Notelaers, K., Smisdom, N., Rocha, S., Janssen, D., Meier, J.C., Rigo, J.M.,
Hofkens, J. and Ameloot, M. (2012) Ensemble and single particle ﬂuorimetric
techniques in concerted action to study the diffusion and aggregation of the
glycine receptor alpha3 isoforms in the cell plasma membrane 1818.
Biochim. Biophys. Acta-Biomembr. 12, 3131–3140, http://dx.doi.org/
10.1016/j.bbamem.2012.08.010.
[163] Gaborski, T.R., Sealander, M.N., Ehrenberg, M., Waugh, R.E. and McGrath, J.L.
(2010) Image correlation microscopy for uniform illumination. J. Microsc.
237 (1), 39–50, http://dx.doi.org/10.1111/j.1365-2818.2009.03300.x.
[164] Lund, F.W., Lomholt, M.A., Solanko, L.M., Bittman, R. and Wustner, D. (2012)
Two-photon time-lapse microscopy of BODIPY-cholesterol reveals
anomalous sterol diffusion in chinese hamster ovary cells. BMC Biophys. 5,
20, http://dx.doi.org/10.1186/2046-1682-5-20.
[165] Lund, F.W. and Wustner, D. (2013) A comparison of single particle tracking
and temporal image correlation spectroscopy for quantitative analysis of
endosome motility. J. Microsc. 252 (2), 169–188, http://dx.doi.org/10.1111/
jmi.12080.
[166] Beraud, N., Pelloux, S., Usson, Y., Kuznetsov, A.V., Ronot, X., Tourneur, Y. and
Saks, V. (2009) Mitochondrial dynamics in heart cells: very low amplitude
high frequency ﬂuctuations in adult cardiomyocytes and ﬂow motion in non
beating Hl-1 cells. J. Bioenerg. Biomembr. 41 (2), 195–214, http://dx.doi.org/
10.1007/s10863-009-9214-x.
